Differential responses of three grapevine cultivars to Botryosphaeria dieback by Spagnolo, Alessandro et al.
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0212 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 18,396.0 100.0% 8 8 11 13 1.36% 75.7% ATAEVVSATPALSEEK M T 95.0% 81.2 40.9 10.1 0 1 1 0 1 1,602.8221 2 17 true
0212 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 18,396.0 100.0% 8 8 11 13 1.36% 75.7% ATAEVVSATPALSEEKTEESVK M A 95.0% 71 43.3 12.8 0 1 1 0 1 2,318.1610 2 23 true
0212 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 18,396.0 100.0% 8 8 11 13 1.36% 75.7% EATEPAEEPAPKPEPAPADEAPK K E 95.0% 74.1 40.8 7.45 0 0 1 0 2 2,371.1303 125 147 true
0212 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 18,396.0 100.0% 8 8 11 13 1.36% 75.7% EEGPAAEEEEKPAEAK K V 95.0% 57.8 40.8 5.9 0 0 1 0 2 1,713.7815 148 163 true
0212 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 18,396.0 100.0% 8 8 11 13 1.36% 75.7% EVVEQVEVETK K E 95.0% 89.3 40.9 12.4 0 2 0 0 2 1,288.6631 74 84 true
0212 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 18,396.0 100.0% 8 8 11 13 1.36% 75.7% TDQAVVEEPAVEK K T 95.0% 96.3 40.8 13.7 0 2 1 0 2 1,414.7061 90 102 true
0212 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 18,396.0 100.0% 8 8 11 13 1.36% 75.7% TEESVKAEETPVEEVAAAPPTPEPVA K E 95.0% 58.6 40 9.72 0 0 1 0 2 3,160.5422 18 47 true
0212 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 18,396.0 100.0% 8 8 11 13 1.36% 75.7% TEEVPEETPDQETNSPVVEETK K E 95.0% 83 40.6 8.61 0 0 1 0 2 2,487.1259 103 124 true
0212 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 91.0% 1 1 1 1 0.104% 3.27% VIILGDGNPK K A 95.0% 54.4 40.1 9.85 0 1 0 0 2 1,025.5992 174 183 true gi|76559892,gi|76559896,gi|225428442
0212 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 3 4 3 3 0.313% 17.2% FLPSEFGNDVDR R V 95.0% 51.2 40.9 9.55 0 1 0 0 2 1,395.6540 108 119 true
0212 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 3 4 3 3 0.313% 17.2% NSGVTLLHGDLYDHDSLVK K A 95.0% 44.5 43 9.23 0 0 1 0 2 2,083.0457 54 72 true
0212 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 3 4 3 3 0.313% 17.2% VIILGDGNPK K A 95.0% 54.4 40.1 9.85 0 1 0 0 2 1,025.5992 176 185 false gi|76559894,gi|76559896,gi|225428442
0212 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 3 4 3 3 0.313% 17.2% YCTVDEYLSAFV K - 95.0% 46.5 41.8 10.1 0 1 0 0 2 1,466.6508 297 308 true
1221 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 2 2 2 2 0.641% 6.92% DSTLIMQLLR K D 95.0% 52.2 40.8 6.85 0 1 0 0 2 1,189.6611 222 231 true gi|225468983,gi|225461654,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1221 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 2 2 2 2 0.641% 6.92% IISSIEQK R E 95.0% 55.8 41 9.09 0 1 0 0 2 917.5303 68 75 true gi|225468983,gi|225461654,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 4 6 5 7 2.24% 25.2% DSTLIMQLLR K D 95.0% 52.2 40.8 6.85 0 1 0 0 2 1,189.6611 215 224 false gi|225468983,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 4 6 5 7 2.24% 25.2% ILSSIEQK R E 95.0% 55.8 41 9.09 0 1 0 0 2 917.5303 61 68 false gi|225468983,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 4 6 5 7 2.24% 25.2% LDVDLTVEER K N 95.0% 101 40.8 12.4 0 1 0 0 2 1,188.6108 32 41 true
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 4 6 5 7 2.24% 25.2% NLLSVGYK R N 95.0% 50.8 40.6 2.86 0 1 0 0 2 893.5091 42 49 true
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 4 6 5 7 2.24% 25.2% QAFDEAISELDTLSEESYK K D 95.0% 114 40.8 12.8 0 1 1 0 2 2,174.9977 196 214 true
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 4 6 5 7 2.24% 25.2% YDEMVDAMK R K 95.0% 52.7 41 7.29 0 3 0 0 2 1,117.4542 19 27 true
1221 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 83.5% 1 4 1 1 0.321% 18.7% DSTLIMQLLR K D 95.0% 52.2 40.8 6.85 0 1 0 0 2 1,189.6611 216 225 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|226295432,gi|359492927,gi|225451995
1221 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 83.5% 1 4 1 1 0.321% 18.7% ILSSIEQK R E 95.0% 55.8 41 9.09 0 1 0 0 2 917.5303 62 69 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225451995
1221 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 83.5% 1 4 1 1 0.321% 18.7% LDVELTVEER K N 95.0% 96.3 40.7 12.9 0 2 0 0 2 1,202.6264 33 42 false gi|359483716,gi|297740500
1221 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 83.5% 1 4 1 1 0.321% 18.7% QAFDEAIAELDSLNEESYK K D 95.0% 45.6 40.8 10.6 0 0 1 0 2 2,171.9980 197 215 true
1221 PREDICTED: ran-binding protein 1 homolog c [Vitis vinifera] gi|225439378 24,292.7 100.0% 5 5 5 5 1.60% 34.4% EEEDAPAGEDEDTGAQVAPIVK R L 95.0% 36 40.8 9.58 0 0 1 0 2 2,270.0310 10 31 true
1221 PREDICTED: ran-binding protein 1 homolog c [Vitis vinifera] gi|225439378 24,292.7 100.0% 5 5 5 5 1.60% 34.4% KEESEDASAAAGLLEK K L 95.0% 51 40.7 9.52 0 0 1 0 2 1,647.8073 161 176 true
1221 PREDICTED: ran-binding protein 1 homolog c [Vitis vinifera] gi|225439378 24,292.7 100.0% 5 5 5 5 1.60% 34.4% REEEDAPAGEDEDTGAQVAPIVK R L 95.0% 40.9 40.7 10.4 0 0 1 0 2 2,426.1321 9 31 true
1221 PREDICTED: ran-binding protein 1 homolog c [Vitis vinifera] gi|225439378 24,292.7 100.0% 5 5 5 5 1.60% 34.4% SCVWHATDFADGELKDELFCIR K F 95.0% 50.1 40.6 14 0 0 1 0 2 2,669.2126 116 137 true
1221 PREDICTED: ran-binding protein 1 homolog c [Vitis vinifera] gi|225439378 24,292.7 100.0% 5 5 5 5 1.60% 34.4% TFMEMFQEVAESQGK K K 95.0% 63.2 40.9 9.76 0 0 1 0 2 1,761.7823 146 160 true
1221 PREDICTED: elongation factor 1-beta 1 [Vitis vinifera] gi|296083911,gi|359479299 25,529.6 100.0% 4 4 5 5 1.60% 22.8% AITFSDLHTEAGLK M S 95.0% 81.4 40.9 10.4 0 1 0 0 1 1,544.7957 2 15 true
1221 PREDICTED: elongation factor 1-beta 1 [Vitis vinifera] gi|296083911,gi|359479299 25,529.6 100.0% 4 4 5 5 1.60% 22.8% AVGVSLGCQAAPVEAAPK K E 95.0% 34.4 41.2 9.59 0 1 1 0 2 1,724.9001 73 90 true
1221 PREDICTED: elongation factor 1-beta 1 [Vitis vinifera] gi|296083911,gi|359479299 25,529.6 100.0% 4 4 5 5 1.60% 22.8% SIEMPGLLWGASK R L 95.0% 88.4 41 13.1 0 1 0 0 2 1,388.7244 162 174 true
1221 PREDICTED: elongation factor 1-beta 1 [Vitis vinifera] gi|296083911,gi|359479299 25,529.6 100.0% 4 4 5 5 1.60% 22.8% SLDEFLSGK K A 95.0% 52 40.2 8.85 0 1 0 0 2 995.5045 16 24 true
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 4 6 5 6 1.92% 22.4% DNLTLWTTDIPGDDEESWK R L 95.0% 56.8 40.8 9.95 0 1 1 0 2 2,235.0092 229 247 true
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 4 6 5 6 1.92% 22.4% DSTLIMQLLR K D 95.0% 52.2 40.8 6.85 0 1 0 0 2 1,189.6611 219 228 false gi|225468983,gi|225461654,gi|359492889,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 4 6 5 6 1.92% 22.4% ILSSIEQK R E 95.0% 55.8 41 9.09 0 1 0 0 2 917.5303 65 72 false gi|225468983,gi|225461654,gi|359492889,gi|225459292,gi|225451995
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 4 6 5 6 1.92% 22.4% LDVELTVEER K N 95.0% 96.3 40.7 12.9 0 2 0 0 2 1,202.6264 36 45 true gi|225459292
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 4 6 5 6 1.92% 22.4% NLLSVGFK R N 95.0% 60.6 41.3 3.73 0 1 0 0 2 877.5142 46 53 true
1221 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 4 6 5 6 1.92% 22.4% YDEMVDSMK R K 95.0% 57.6 41 7.19 0 1 0 0 2 1,133.4491 23 31 true
1221 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 100.0% 8 8 10 10 3.21% 33.3% AFVSVSLSLGER K Q 95.0% 95.6 41.2 10.4 0 1 0 0 2 1,264.6895 213 224 true
1221 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 100.0% 8 8 10 10 3.21% 33.3% ASSESAVLQFFPSSTSLSAK M V 95.0% 55.2 40.8 13 0 1 1 0 1 2,086.0338 2 21 true
1221 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 100.0% 8 8 10 10 3.21% 33.3% FIADTVASIPK R I 95.0% 91.4 40.9 11.6 0 1 0 0 2 1,161.6515 300 310 true
1221 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 100.0% 8 8 10 10 3.21% 33.3% LLALIDDVYK R Y 95.0% 59.2 40.9 9.8 0 1 0 0 2 1,162.6720 272 281 true
1221 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 100.0% 8 8 10 10 3.21% 33.3% QLAAQFQEIPLDLR R M 95.0% 58.4 40.8 7.16 0 1 0 0 2 1,641.8961 225 238 true
1221 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 100.0% 8 8 10 10 3.21% 33.3% VHPLVIFNICDCYVR K R 95.0% 65.7 40.8 12.4 0 0 1 0 2 1,904.9511 22 36 true
1221 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 100.0% 8 8 10 10 3.21% 33.3% VIGTLLGSISPDGTVDIR R N 95.0% 39.5 40.8 9.53 0 1 1 0 2 1,813.0069 44 61 true
1221 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 100.0% 8 8 10 10 3.21% 33.3% YVDSVVEGQVVPDNDIGR K F 95.0% 56.3 40.9 10.3 0 0 1 0 2 1,960.9612 282 299 true
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% DSTLIMQLLR K D 95.0% 47.6 40.7 10.1 0 4 0 0 2 1,205.6561 222 231 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% EAAESTLLAYK K S 95.0% 70.4 40.6 9.87 0 1 0 0 2 1,195.6205 149 159 true
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% ICDGILSLLESHLIPSAVIAESK K V 95.0% 57.8 40.9 9.52 0 0 1 0 2 2,465.3323 102 124 true
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% IISSIEQK R E 95.0% 67.1 41 7.74 0 3 0 0 2 917.5303 68 75 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% LAEQAER K Y 95.0% 55.5 41 7.45 0 1 0 0 2 816.4210 17 23 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% NLLSVAYK R N 95.0% 51.3 40.8 7.57 0 1 0 0 2 907.5247 49 56 false gi|225468983,gi|359492889,gi|226295432,gi|359492927
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% QAFDEAISELDTLGEESYK K D 95.0% 60.9 40.7 11.1 0 0 1 0 2 2,144.9872 203 221 true
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% TVEVEELTVEER K N 95.0% 84 40.9 11.8 0 1 0 0 2 1,432.7166 37 48 true
1222 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 4 9 4 4 0.455% 41.2% YEEMVEFMEK R V 95.0% 65 40.8 12.3 0 3 0 0 2 1,334.5643 24 33 false gi|359492889
1222 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 88.4% 1 1 1 1 0.114% 2.75% SSTAEDPDWLVEQR R A 95.0% 92.3 41 13 0 1 0 0 2 1,632.7501 473 486 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% EPVFSFWLNR K K 95.0% 60.7 40.9 4.66 0 1 0 0 2 1,294.6578 140 149 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% FDGILGLGFQEISVGNAVPVWYNMV K Q 95.0% 63.6 40.3 12 0 0 1 0 2 2,853.4646 109 134 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% GEHTYVPVTQK K G 95.0% 51.8 41 7.77 0 1 0 0 2 1,258.6427 171 181 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% KTDDDEGGELVFGGVDPDHFK R G 95.0% 83.5 40.9 12.3 0 0 1 0 2 2,277.0311 150 170 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% NQEFIEATR K E 95.0% 64.2 40.9 8.98 0 1 0 0 2 1,107.5429 90 98 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% NQEFIEATREPSVTFLVAK K F 95.0% 40.1 40.6 10.5 0 0 1 0 2 2,179.1394 90 108 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% TDDDEGGELVFGGVDPDHFK K G 95.0% 72.8 40.6 12.2 0 1 1 0 2 2,148.9361 151 170 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% TVVAQYGETIMDLLLSEASPQK K I 95.0% 48.3 40.7 10.5 0 0 2 0 2 2,409.2221 242 263 true
1222 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 46,212.6 100.0% 9 9 10 11 1.25% 27.0% VGDLVVK K N 95.0% 61.6 40 10.1 0 1 0 0 2 729.4506 83 89 true
1222 PREDICTED: eukaryotic translation initiation factor 3 subunit F [Vitis vinifera] gi|147856131,gi|225449198 38,907.8 99.8% 1 1 1 1 0.114% 3.11% FIADTVASIPK R I 95.0% 69.1 45.1 11.6 0 1 0 0 2 1,161.6515 300 310 true
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 3 6 4 4 0.455% 29.1% AYQTASTTAESDLSPTHPIR K L 95.0% 64.7 40.7 9.01 0 0 1 0 2 2,146.0412 150 169 true
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 3 6 4 4 0.455% 29.1% DSTLIMQLLR K D 95.0% 47.6 40.7 10.1 0 4 0 0 2 1,205.6561 215 224 false gi|225468983,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 3 6 4 4 0.455% 29.1% ILSSIEQK R E 95.0% 67.1 41 7.74 0 3 0 0 2 917.5303 61 68 false gi|225468983,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 3 6 4 4 0.455% 29.1% LAEQAER K Y 95.0% 55.5 41 7.45 0 1 0 0 2 816.4210 12 18 false gi|225468983,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 3 6 4 4 0.455% 29.1% LDVDLTVEER K N 95.0% 96.2 40.8 11.1 0 1 0 0 2 1,188.6108 32 41 true
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 3 6 4 4 0.455% 29.1% QAFDEAISELDTLSEESYK K D 95.0% 102 40.8 12.2 0 1 1 0 2 2,174.9977 196 214 true
1222 unnamed protein product [Vitis vinifera] gi|296080993,gi|359486976 33,829.3 100.0% 2 2 2 2 0.227% 9.97% GAALSSSLSQVMINSLR R Y 95.0% 46.7 41.1 10.5 0 0 1 0 2 1,733.9214 272 288 true
1222 unnamed protein product [Vitis vinifera] gi|296080993,gi|359486976 33,829.3 100.0% 2 2 2 2 0.227% 9.97% GTVTTEGSVTQTK K F 95.0% 72.4 40.8 9.4 0 1 0 0 2 1,308.6643 139 151 true
1222 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 7 3 3 0.341% 32.5% AYEAATSTAASDLPPTHPIR K L 95.0% 79.1 40.9 12.1 0 0 1 0 2 2,069.0299 151 170 true
1222 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 7 3 3 0.341% 32.5% DNLTLWTSDLPEEGGETSK R A 95.0% 45 40.9 11.2 0 0 1 0 2 2,091.9720 226 244 true
1222 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 7 3 3 0.341% 32.5% DSTLIMQLLR K D 95.0% 47.6 40.7 10.1 0 4 0 0 2 1,205.6561 216 225 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 7 3 3 0.341% 32.5% EQQVYLAR R L 95.0% 55.2 41 6.73 0 1 0 0 2 1,006.5316 5 12 true
1222 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 7 3 3 0.341% 32.5% ILSSIEQK R E 95.0% 67.1 41 7.74 0 3 0 0 2 917.5303 62 69 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225451995
1222 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 7 3 3 0.341% 32.5% LAEQAER R Y 95.0% 55.5 41 7.45 0 1 0 0 2 816.4210 13 19 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 7 3 3 0.341% 32.5% LDVELTVEER K N 95.0% 84.8 40.7 12.9 0 1 0 0 2 1,202.6264 33 42 false gi|359483716,gi|297740500
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 1 4 1 1 0.114% 12.2% DSTLIMQLLR K D 95.0% 47.6 40.7 10.1 0 4 0 0 2 1,205.6561 219 228 false gi|225468983,gi|225461654,gi|359492889,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 1 4 1 1 0.114% 12.2% ILSSIEQK R E 95.0% 67.1 41 7.74 0 3 0 0 2 917.5303 65 72 false gi|225468983,gi|225461654,gi|359492889,gi|225459292,gi|225451995
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 1 4 1 1 0.114% 12.2% LAEQAER K Y 95.0% 55.5 41 7.45 0 1 0 0 2 816.4210 16 22 false gi|225468983,gi|225461654,gi|359492889,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 100.0% 1 4 1 1 0.114% 12.2% LDVELTVEER K N 95.0% 84.8 40.7 12.9 0 1 0 0 2 1,202.6264 36 45 true gi|225459292
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% DNLTLWTSDMQDDGGDEIKEAPK R H 95.0% 91.1 40.6 10.1 0 0 2 0 2 2,594.1569 229 251 true
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% DSTLIMQLLR K D 95.0% 47.6 40.7 10.1 0 4 0 0 2 1,205.6561 219 228 false gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% EAAESTLAAYK K S 95.0% 63.9 40.4 6.8 0 1 0 0 2 1,153.5735 146 156 true
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% IESELSSICDGILR K L 95.0% 76.5 41.2 12.4 0 1 0 0 2 1,591.7998 92 105 true
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% IISSIEQK R E 95.0% 67.1 41 7.74 0 3 0 0 2 917.5303 65 72 false gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% LAEQAER K Y 95.0% 55.5 41 7.45 0 1 0 0 2 816.4210 16 22 false gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% NLLSVAYK R N 95.0% 51.3 40.8 7.57 0 1 0 0 2 907.5247 46 53 false gi|359492889,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% QAFDEAIAELDTLGEESYK K D 95.0% 128 40.8 13.3 0 1 1 0 2 2,128.9923 200 218 false gi|359492889
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% QAFDEAIAELDTLGEESYKDSTLIMQ K D 95.0% 77.3 39.8 9.17 0 0 1 0 2 3,315.6306 200 228 false gi|359492889
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% SAQDIATVELAPTHPIR K L 95.0% 65.3 40.8 7.92 0 0 1 0 2 1,818.9710 157 173 true
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% SKIESELSSICDGILR R L 95.0% 52.3 40.8 9.01 0 0 1 0 2 1,806.9268 90 105 true
1222 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 6 12 6 7 0.795% 51.8% VTAEAEELTVEER K N 95.0% 108 40.9 10.6 0 1 0 0 2 1,475.7224 33 45 true
1222 PREDICTED: 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 isoform 2 [Vi  gi|359475059 28,258.8 100.0% 3 3 4 5 0.568% 15.8% DMEGAAVAYVADLLK K V 95.0% 59.1 40.8 15.2 0 2 1 0 2 1,565.7881 198 212 true
1222 PREDICTED: 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 isoform 2 [Vi  gi|359475059 28,258.8 100.0% 3 3 4 5 0.568% 15.8% FQLTEDLDSVFPR R G 95.0% 81.1 40.7 13 0 1 0 0 2 1,566.7800 44 56 true
1222 PREDICTED: 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 isoform 2 [Vi  gi|359475059 28,258.8 100.0% 3 3 4 5 0.568% 15.8% SDVAEEAMVAEAEK R R 95.0% 90.1 41.6 12.4 0 1 0 0 2 1,478.6679 8 21 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% DNLTLWTSDMQDDGADEIK R E 95.0% 96.2 40.7 13.9 0 2 4 0 2 2,166.9500 232 250 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% DNLTLWTSDMQDDGADEIKEAPK R R 95.0% 51.3 40.6 6.07 0 0 1 0 2 2,592.1775 232 254 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% DSTLIMQLLR K D 95.0% 47.6 40.7 10.1 0 4 0 0 2 1,205.6561 222 231 true gi|225468983,gi|225461654,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% GNEDHVAMIR R D 95.0% 68.7 40.1 9.53 0 2 0 0 2 1,141.5419 80 89 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% IESELSSICDGILK K L 95.0% 120 41.2 12.7 0 1 1 0 2 1,563.7937 95 108 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% IISSIEQK R E 95.0% 67.1 41 7.74 0 3 0 0 2 917.5303 68 75 true gi|225468983,gi|225461654,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% KEAAESTLTAYK R S 95.0% 93.7 40.8 11.9 0 2 0 0 2 1,311.6791 148 159 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% LAEQAER K Y 95.0% 55.5 41 7.45 0 1 0 0 2 816.4210 17 23 true gi|225468983,gi|225461654,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% LIPSASSGDSK R V 95.0% 81.9 40.9 10.8 0 1 0 0 2 1,061.5474 114 124 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% NLLSVAYK R N 95.0% 51.3 40.8 7.57 0 1 0 0 2 907.5247 49 56 true gi|225468983,gi|226295432,gi|359492927,gi|225451995
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% QAFDEAIAELDTLGEESYK K D 95.0% 128 40.8 13.3 0 1 1 0 2 2,128.9923 203 221 true gi|225468983
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% QAFDEAIAELDTLGEESYKDSTLIMQ K D 95.0% 77.3 39.8 9.17 0 0 1 0 2 3,315.6306 203 231 true gi|225468983
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% SKIESELSSICDGILK R L 95.0% 123 40.7 14.2 0 1 1 0 2 1,778.9207 93 108 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% VSAAVDSEELTVEER K N 95.0% 106 40.9 12.5 0 3 1 0 2 1,633.7915 34 48 true
1222 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 15 15 20 35 3.98% 57.3% YEEMVEFMEK R V 95.0% 65 40.8 12.3 0 3 0 0 2 1,334.5643 24 33 true gi|225451995
1222 hypothetical protein VITISV_012048 [Vitis vinifera] gi|147787229 30,501.2 100.0% 8 7 10 11 1.25% 41.3% AEIVELITQLEAK R N 95.0% 98.1 40.8 14.4 0 1 1 0 2 1,456.8259 80 92 true
1222 hypothetical protein VITISV_012048 [Vitis vinifera] gi|147787229 30,501.2 100.0% 8 7 10 11 1.25% 41.3% ALVDSFYGTDR K G 95.0% 71.2 40.6 13.3 0 1 0 0 2 1,243.5954 60 70 true
1222 hypothetical protein VITISV_012048 [Vitis vinifera] gi|147787229 30,501.2 100.0% 8 7 10 11 1.25% 41.3% FSIPNSNAESWLLTTYLDEDLR K I 95.0% 60.9 40.7 12.3 0 0 1 0 2 2,584.2567 238 259 true
1222 hypothetical protein VITISV_012048 [Vitis vinifera] gi|147787229 30,501.2 100.0% 8 7 10 11 1.25% 41.3% GDAGSIFVLIK R E 95.0% 76.1 40.9 10 0 1 0 0 2 1,119.6410 263 273 true
1222 hypothetical protein VITISV_012048 [Vitis vinifera] gi|147787229 30,501.2 100.0% 8 7 10 11 1.25% 41.3% GLITSVQDTASSVAK K T 95.0% 105 41 15.4 0 2 1 0 2 1,476.7905 214 228 true
1222 hypothetical protein VITISV_012048 [Vitis vinifera] gi|147787229 30,501.2 100.0% 8 7 10 11 1.25% 41.3% NPTPAPTEALTLLNGK K W 95.0% 58.1 40.8 9.91 0 1 0 0 2 1,636.8907 93 108 true
1222 hypothetical protein VITISV_012048 [Vitis vinifera] gi|147787229 30,501.2 100.0% 8 7 10 11 1.25% 41.3% TALDDEWGPEK R X 95.0% 63.4 41.1 12.5 0 1 0 0 2 1,260.5745 23 33 true
4123 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225461387 27,922.2 100.0% 3 3 3 4 0.358% 14.9% AGTVFTALGSDGGVK K L 95.0% 73.6 41 8.31 0 1 0 0 2 1,379.7167 144 158 true
4123 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225461387 27,922.2 100.0% 3 3 3 4 0.358% 14.9% GPYPADQVVK R D 95.0% 62.8 40.5 11.9 0 1 0 0 2 1,073.5627 120 129 true
4123 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225461387 27,922.2 100.0% 3 3 3 4 0.358% 14.9% GSNEAMLVIEAYR K T 95.0% 99.3 40.7 12.9 0 2 0 0 2 1,468.7101 102 114 true
4123 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 100.0% 3 3 3 3 0.269% 25.2% AFLDATGALWR K T 95.0% 62.6 42.5 10.3 0 1 0 0 2 1,220.6423 90 100 true
4123 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 100.0% 3 3 3 3 0.269% 25.2% GGSPYGAGTYAGDGSR K Q 95.0% 76.5 40.7 9.88 0 1 0 0 2 1,472.6402 159 174 true
4123 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 100.0% 3 3 3 3 0.269% 25.2% SDVPVITPAELSEADGFIFGFPTR K F 95.0% 25.9 40.5 13.1 0 0 1 0 2 2,565.2874 57 80 true
4123 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 2 2 2 2 0.179% 9.84% SLLAESNEFVGDK R V 95.0% 66.3 42.3 10.2 0 1 0 0 2 1,408.6955 101 113 true
4123 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 2 2 2 2 0.179% 9.84% VIACVGETLEQR K E 95.0% 81.5 40.9 13 0 1 0 0 2 1,374.7047 124 135 true gi|147784332
4123 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 99.6% 1 1 1 1 0.0895% 7.28% EIVEAIDEENK K S 95.0% 68.2 40.9 10.9 0 1 0 0 2 1,288.6268 71 81 true
4123 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 7 7 7 7 0.627% 38.0% ALLSDPAFRPLVEK K Y 95.0% 48.8 45.4 9.43 0 1 0 0 2 1,555.8844 210 223 true
4123 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 7 7 7 7 0.627% 38.0% EGLLQLPSDK K A 95.0% 55.2 40.4 8.25 0 1 0 0 2 1,099.5996 200 209 true gi|161778778
4123 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 7 7 7 7 0.627% 38.0% KPEELAHGANNGLDIAVR K L 95.0% 67 41 10.3 0 0 1 0 2 1,903.9986 62 79 true
4123 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 7 7 7 7 0.627% 38.0% SGFEGPWTSNPLIFDNSYFK R E 95.0% 64 40.8 11.1 0 0 1 0 2 2,306.0765 173 192 true
4123 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 7 7 7 7 0.627% 38.0% SYPTVSEEYKK K A 95.0% 52.3 41.2 8.97 0 1 0 0 2 1,330.6525 4 14 true
4123 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 7 7 7 7 0.627% 38.0% TGGPFGTMK R K 95.0% 50.3 39.6 8.1 0 1 0 0 2 911.4294 53 61 true gi|161778778
4123 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 7 7 7 7 0.627% 38.0% YAADEDAFFEDYK K E 95.0% 96.6 40.7 16.2 0 1 0 0 2 1,583.6537 224 236 true
4123 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 5 5 6 14 1.25% 36.0% EGPALPVLDQMIEDGK K Y 95.0% 54.2 40.7 44.9 0 3 2 0 2 1,711.8575 132 147 true gi|147769443
4123 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 5 5 6 14 1.25% 36.0% NTMEIGVYTGYSLLATALALPDDGK K I 95.0% 48.8 40.6 44.9 0 0 5 0 2 2,613.3120 77 101 true gi|147769443
4123 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 5 5 6 14 1.25% 36.0% SLLQSDALYQYILETSVYPR K E 95.0% 43.2 40.9 9.47 0 0 2 0 2 2,359.2181 17 36 true gi|147769443
4123 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 5 5 6 14 1.25% 36.0% VGGIIGYDNTLWNGSVVAPPDAPLR K K 95.0% 47.1 40.7 44.9 0 0 1 0 2 2,581.3412 177 201 true gi|147769443
4123 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 5 5 6 14 1.25% 36.0% VGGIIGYDNTLWNGSVVAPPDAPLR K Y 95.0% 48 40.6 9.28 0 0 1 0 2 2,709.4362 177 202 true gi|147769443
4123 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 4 4 4 4 0.358% 20.9% DGSLPEVGNAVIENK K L 95.0% 63.7 42.6 10 0 1 0 0 2 1,541.7807 169 183 true
4123 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 4 4 4 4 0.358% 20.9% SVGIYTDAEAK K A 95.0% 59 42.8 8.85 0 1 0 0 2 1,153.5736 122 132 true
4123 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 4 4 4 4 0.358% 20.9% TVEELADSVDFFR K D 95.0% 56.3 44 10.4 0 1 0 0 2 1,527.7326 72 84 true
4123 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 4 4 4 4 0.358% 20.9% VSENCVAFWK K S 95.0% 56.1 44.4 5.86 0 1 0 0 2 1,239.5826 112 121 true
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% AGNQEGQQNQAGR M H 95.0% 62.6 40.9 7.69 0 1 0 0 1 1,399.6310 2 14 true
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% EGPALPVLDQMIEDGK R Y 95.0% 54.2 40.7 44.9 0 3 2 0 2 1,711.8575 137 152 false gi|3023437
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% ENYELGLPIIEK R A 95.0% 69.2 41 10.3 0 2 1 0 2 1,417.7575 115 126 true
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% HPWNIMTTSADEGQFLNMLLK K L 95.0% 60.5 40.7 10.6 0 0 2 0 2 2,446.1896 56 76 true
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% IEICQLPVGDGITLCR R R 95.0% 79.5 40.8 15.2 0 2 2 0 2 1,843.9409 229 244 true
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% ILAMDINR K E 95.0% 59.9 41 11.9 0 3 0 0 2 961.5137 107 114 true
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% NTMEIGVYTGYSLLATALALPDDGK K I 95.0% 48.8 40.6 44.9 0 0 5 0 2 2,613.3120 82 106 false gi|3023437
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% SLLQSDALYQYILETSVYPR K E 95.0% 43.2 40.9 9.47 0 0 2 0 2 2,359.2181 22 41 false gi|3023437
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% VGGLIGYDNTLWNGSVVAPPDAPL K K 95.0% 47.1 40.7 44.9 0 0 1 0 2 2,581.3412 182 206 false gi|3023437
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% VGGLIGYDNTLWNGSVVAPPDAPL K Y 95.0% 48 40.6 9.28 0 0 1 0 2 2,709.4362 182 207 false gi|3023437
4123 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 100.0% 6 11 8 14 1.25% 68.0% YYKDFVLELNK R A 95.0% 26.8 41 9.85 0 0 1 0 2 1,431.7519 211 221 true
4123 PREDICTED: proteasome subunit alpha type-4 isoform 2 [Vitis vinifera] gi|225462543 27,244.5 100.0% 1 1 1 1 0.0895% 6.40% AAAIGANNQAAQSMLK K Q 95.0% 87.6 41.8 10.1 0 1 0 0 2 1,558.8006 161 176 true
4123 PREDICTED: proteasome subunit beta type-6 [Vitis vinifera] gi|225445670 24,979.3 99.8% 2 2 2 2 0.179% 11.6% ITQLTDNVYLCR K S 95.0% 72.9 43 11.9 0 1 0 0 2 1,495.7575 45 56 true
4123 PREDICTED: proteasome subunit beta type-6 [Vitis vinifera] gi|225445670 24,979.3 99.8% 2 2 2 2 0.179% 11.6% SGSAADSQILSDYVR R Y 95.0% 82.3 42.5 12.7 0 1 0 0 2 1,568.7551 57 71 true
4123 PREDICTED: biotin carboxyl carrier protein of acetyl-CoA carboxylase-like [Vitis vinifera] gi|359486366 30,504.0 100.0% 1 1 1 1 0.0895% 7.64% ALEASGANAYVLVSSPTVGSFR R T 95.0% 61.4 40.7 9.88 0 0 1 0 2 2,196.1294 193 214 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% AAYALSQGLK K V 95.0% 61.5 40.6 11.6 0 1 0 0 2 1,021.5677 182 191 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% AFADAVPSWDDVVIAYEPVWAIGT K V 95.0% 36.7 40.4 9.96 0 0 1 0 2 2,777.3823 218 243 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% GGAFTGEISVEQLK K D 95.0% 96.7 40.8 12.3 0 1 0 0 2 1,435.7429 140 153 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% GPEFAVIVNSVTSK K K 95.0% 108 40.9 13.8 0 1 0 0 2 1,447.7791 307 320 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% HVIGEDDQFIGK R K 95.0% 51.7 40.8 11.1 0 1 1 0 2 1,357.6749 169 180 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% IEISAQNSWVGK R G 95.0% 63 40.9 12.7 0 1 0 0 2 1,331.6954 128 139 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% LEADVDVVVAPPFVYLDQVK K N 95.0% 56.1 40.8 13.3 0 0 1 0 2 2,216.1851 102 121 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% TFDVCFQQMK K A 95.0% 66.1 40.9 13.7 0 2 0 0 2 1,303.5811 208 217 true
4123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 9 9 11 12 1.07% 41.0% VATPLQAQEVHIAVR K D 95.0% 67.9 40.8 11.6 0 1 1 0 2 1,631.9228 244 258 true
4123 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 4 4 4 4 0.358% 21.3% ESIPVTQLVR K E 95.0% 62.2 40.1 7.08 0 1 0 0 2 1,141.6576 103 112 true
4123 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 4 4 4 4 0.358% 21.3% KLPSILVDEASVQK K I 95.0% 51.8 40.7 11.9 0 0 1 0 2 1,526.8790 51 64 true
4123 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 4 4 4 4 0.358% 21.3% NIEIGIIGTDR K K 95.0% 62 41.5 13.1 0 1 0 0 2 1,200.6585 207 217 true
4123 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 4 4 4 4 0.358% 21.3% VLTPAEIDDYLAEVE R - 95.0% 57.4 40.9 9.68 0 1 0 0 2 1,676.8267 221 235 true
4123 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 3 3 3 3 0.269% 9.81% EITALAPSSMK K I 95.0% 54 40.7 5.8 0 1 0 0 2 1,163.5978 318 328 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
4123 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 3 3 3 3 0.269% 9.81% GYMFTTTAER R E 95.0% 47.9 41.7 10.4 0 1 0 0 2 1,176.5354 199 208 true
4123 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 3 3 3 3 0.269% 9.81% NYELPDGQVITIGAER K F 95.0% 55.2 40.8 13.2 0 1 0 0 2 1,774.8972 241 256 true
4123 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 2 4 2 2 0.179% 17.0% AYPIVSEEYQK K A 95.0% 82.8 42.4 12.8 0 1 0 0 2 1,326.6576 4 14 true
4123 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 2 4 2 2 0.179% 17.0% EGLIQLPSDK K A 95.0% 55.2 40.4 8.25 0 1 0 0 2 1,099.5996 199 208 false gi|225435177
4123 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 2 4 2 2 0.179% 17.0% LSELGFADAEEQG K - 95.0% 57.9 40.8 11 0 1 0 0 2 1,365.6170 241 253 true
4123 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 2 4 2 2 0.179% 17.0% TGGPFGTMK K H 95.0% 50.3 39.6 8.1 0 1 0 0 2 911.4294 53 61 false gi|225435177
5123 PREDICTED: glutathione S-transferase DHAR2 [Vitis vinifera] gi|161778784,gi|225448831 23,671.4 99.8% 1 1 1 1 0.0927% 8.02% AAAGDPEILGDCPFSQR K V 95.0% 60 41.5 12.1 0 0 1 0 2 1,803.8333 9 25 true
5123 hypothetical protein VITISV_041523 [Vitis vinifera] gi|147784332 27,179.4 100.0% 1 2 1 1 0.0927% 9.84% IIYGGSVSGANCK R E 95.0% 86.9 40.8 10.3 0 1 0 0 2 1,325.6519 207 219 true
5123 hypothetical protein VITISV_041523 [Vitis vinifera] gi|147784332 27,179.4 100.0% 1 2 1 1 0.0927% 9.84% VIACVGETLEQR K E 95.0% 79.6 40.9 13 0 1 0 0 2 1,374.7047 124 135 false gi|225434935
5123 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225437908 26,090.9 100.0% 3 3 3 3 0.278% 15.0% LLEADGFPR K L 95.0% 59.7 41 10.1 0 1 0 0 2 1,017.5365 173 181 true
5123 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225437908 26,090.9 100.0% 3 3 3 3 0.278% 15.0% STFIGEAASYEAAS R - 95.0% 72.7 40.9 9.91 0 1 0 0 2 1,403.6324 214 227 true
5123 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225437908 26,090.9 100.0% 3 3 3 3 0.278% 15.0% YDYVEENIFNK K S 95.0% 83.6 40.9 13.6 0 1 0 0 2 1,433.6583 29 39 true
5123 PREDICTED: proteasome subunit beta type-1 [Vitis vinifera] gi|225453909 24,610.8 100.0% 2 2 2 2 0.185% 10.8% GCVFTYDAVGSYEK K V 95.0% 77.1 40.9 14.5 0 1 0 0 2 1,595.7047 125 138 true
5123 PREDICTED: proteasome subunit beta type-1 [Vitis vinifera] gi|225453909 24,610.8 100.0% 2 2 2 2 0.185% 10.8% MSTGYNILTR R D 95.0% 52.9 40.5 7.29 0 1 0 0 2 1,155.5827 35 44 true
5123 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 84.7% 1 1 1 1 0.0927% 4.72% VIACVGETLEQR K E 95.0% 79.6 40.9 13 0 1 0 0 2 1,374.7047 124 135 true gi|147784332
5123 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 2 2 2 2 0.185% 16.6% EIVEAIDEENK K S 95.0% 71.2 40.9 11.1 0 1 0 0 2 1,288.6268 71 81 true
5123 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 2 2 2 2 0.185% 16.6% GDATYVHWTLEYEK K L 95.0% 46 45.1 9.87 0 1 0 0 2 1,711.7963 109 122 true
5123 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 1 1 1 1 0.0927% 3.57% SALELDLLEIIAK K A 95.0% 112 41.1 15.7 0 1 0 0 2 1,427.8358 37 49 true
5123 hypothetical protein VITISV_022421 [Vitis vinifera] gi|147783308 gi|225435058 gi|225439876 gi| 23,937.2 99.8% 2 2 2 2 0.185% 10.2% GQALADEYGIK K F 95.0% 65.5 41.9 9.65 0 1 0 0 2 1,164.5897 144 154 true
5123 hypothetical protein VITISV_022421 [Vitis vinifera] gi|147783308,gi|225435058,gi|225439876,gi| 23,937.2 99.8% 2 2 2 2 0.185% 10.2% LQIWDTAGQER K F 95.0% 65.4 41.2 9.4 0 1 0 0 2 1,316.6595 66 76 true
5123 hypothetical protein VITISV_016685 [Vitis vinifera] gi|147855970 26,811.9 100.0% 4 4 4 4 0.371% 25.5% GFEDTKPVIEALK K S 95.0% 35.4 41.2 9.35 0 0 1 0 2 1,446.7841 114 126 true
5123 hypothetical protein VITISV_016685 [Vitis vinifera] gi|147855970 26,811.9 100.0% 4 4 4 4 0.371% 25.5% SGYIQAAVLLHPSFVSLDDIK K G 95.0% 70.2 40.8 13.3 0 0 1 0 2 2,273.2178 151 171 true
5123 hypothetical protein VITISV_016685 [Vitis vinifera] gi|147855970 26,811.9 100.0% 4 4 4 4 0.371% 25.5% VPTAVLGAEIDQMSPPALVK K Q 95.0% 55.8 40.7 11 0 0 1 0 2 2,036.1099 175 194 true
5123 hypothetical protein VITISV_016685 [Vitis vinifera] gi|147855970 26,811.9 100.0% 4 4 4 4 0.371% 25.5% YNAEDAGAVK R C 95.0% 78.4 40.6 9.98 0 1 0 0 2 1,037.4898 224 233 true
5123 PREDICTED: ATP-dependent Clp protease proteolytic subunit-related protein 4  chloroplasti   gi|297745678,gi|359495737 30,633.7 100.0% 4 4 6 6 0.556% 19.5% FQGQATDIDLAR R K 95.0% 82.1 40.8 12.4 0 1 0 0 2 1,334.6701 200 211 true
5123 PREDICTED: ATP-dependent Clp protease proteolytic subunit-related protein 4, chloroplasti   gi|297745678,gi|359495737 30,633.7 100.0% 4 4 6 6 0.556% 19.5% GSALDQPPPDLPSYLFK R N 95.0% 57.1 40.8 10.6 0 1 1 0 2 1,844.9432 73 89 true
5123 PREDICTED: ATP-dependent Clp protease proteolytic subunit-related protein 4  chloroplasti   gi|297745678,gi|359495737 30,633.7 100.0% 4 4 6 6 0.556% 19.5% SALPSSTIMIK R Q 95.0% 70 40.7 9.96 0 1 0 0 2 1,163.6342 184 194 true gi|296085709,gi|359496370
5123 PREDICTED: ATP-dependent Clp protease proteolytic subunit-related protein 4  chloroplasti   gi|297745678,gi|359495737 30,633.7 100.0% 4 4 6 6 0.556% 19.5% YFSPSEAVEYGIIDK K V 95.0% 86.6 40.8 13.9 0 1 1 0 2 1,717.8320 245 259 true
5123 PREDICTED: ras-related protein Rab11A [Vitis vinifera] gi|225468180,gi|297741822 24,830.7 100.0% 2 3 2 2 0.185% 13.3% AQIWDTAGQER K Y 95.0% 90.4 40.9 14.2 0 1 0 0 2 1,274.6125 68 78 false gi|225461703,gi|225465200
5123 PREDICTED: ras-related protein Rab11A [Vitis vinifera] gi|225468180,gi|297741822 24,830.7 100.0% 2 3 2 2 0.185% 13.3% AVTSAYYR R G 95.0% 56.4 41 4.76 0 1 0 0 2 930.4678 81 88 true
5123 PREDICTED: ras-related protein Rab11A [Vitis vinifera] gi|225468180,gi|297741822 24,830.7 100.0% 2 3 2 2 0.185% 13.3% VVLIGDSAVGK K S 95.0% 64.3 40.7 11.6 0 1 0 0 2 1,057.6253 20 30 true
5123 PREDICTED: actin-depolymerizing factor 2-like isoform 1 [Vitis vinifera] gi|225449595 15,942.4 100.0% 2 2 2 2 0.185% 25.2% ANAASGMAVHDDCK M L 95.0% 82.1 41 14.8 0 1 0 0 1 1,504.6156 2 15 true gi|225439733
5123 PREDICTED: actin-depolymerizing factor 2-like isoform 1 [Vitis vinifera] gi|225449595 15,942.4 100.0% 2 2 2 2 0.185% 25.2% VGEPTQSYEDFAASLPADECR K Y 95.0% 41.8 40.9 10.5 0 0 1 0 2 2,342.0243 46 66 true
5123 PREDICTED: ras-related protein Rab11D isoform 1 [Vitis vinifera] gi|225461703 24,061.2 100.0% 6 6 6 6 0.556% 33.0% AQIWDTAGQER K Y 95.0% 90.4 40.9 14.2 0 1 0 0 2 1,274.6125 64 74 true gi|225465200,gi|297741822,gi|225468180
5123 PREDICTED: ras-related protein Rab11D isoform 1 [Vitis vinifera] gi|225461703 24,061.2 100.0% 6 6 6 6 0.556% 33.0% GAVGALLVYDVTR R H 95.0% 73.1 41 12 0 1 0 0 2 1,333.7475 85 97 true
5123 PREDICTED: ras-related protein Rab11D isoform 1 [Vitis vinifera] gi|225461703 24,061.2 100.0% 6 6 6 6 0.556% 33.0% HLVAVSTEDGK R T 95.0% 52.5 40.5 8.71 0 1 0 0 2 1,155.6005 132 142 true
5123 PREDICTED: ras-related protein Rab11D isoform 1 [Vitis vinifera] gi|225461703 24,061.2 100.0% 6 6 6 6 0.556% 33.0% STIGVEFATR K T 95.0% 81.3 40.9 10.3 0 1 0 0 2 1,080.5684 44 53 true gi|225465200
5123 PREDICTED: ras-related protein Rab11D isoform 1 [Vitis vinifera] gi|225461703 24,061.2 100.0% 6 6 6 6 0.556% 33.0% SVEGGDEGAASSVPAK K G 95.0% 74.9 40.8 11.9 0 1 0 0 2 1,460.6864 182 197 true
5123 PREDICTED: ras-related protein Rab11D isoform 1 [Vitis vinifera] gi|225461703 24,061.2 100.0% 6 6 6 6 0.556% 33.0% VVLIGDSGVGK K S 95.0% 64.3 40.6 10.3 0 1 0 0 2 1,043.6097 16 26 true gi|225465200
5123 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 3 3 3 3 0.278% 18.7% AFLDATGGLWR K T 95.0% 78.8 41 10.9 0 1 0 0 2 1,206.6267 91 101 true
5123 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 3 3 3 3 0.278% 18.7% GAASVEGVEAK K L 95.0% 62 41 11 0 1 0 0 2 1,017.5211 26 36 true
5123 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 3 3 3 3 0.278% 18.7% GGSPYGAGTFAGDGSR K Q 95.0% 62.7 40.8 8.33 0 1 0 0 2 1,456.6453 160 175 true
5123 PREDICTED: uncharacterized protein LOC100259336 isoform 1 [Vitis vinifera] gi|225444774 24,096.4 100.0% 4 4 4 4 0.371% 31.4% EDLSGYSGHPSHLR K V 95.0% 79.7 41.2 9.3 0 1 0 0 2 1,554.7296 71 84 true
5123 PREDICTED: uncharacterized protein LOC100259336 isoform 1 [Vitis vinifera] gi|225444774 24,096.4 100.0% 4 4 4 4 0.371% 31.4% GFSIASVAIFPGLNELEALDSNPELVQ K D 95.0% 52.3 40 9.74 0 0 1 0 2 3,227.6949 168 197 true
5123 PREDICTED: uncharacterized protein LOC100259336 isoform 1 [Vitis vinifera] gi|225444774 24,096.4 100.0% 4 4 4 4 0.371% 31.4% ILGAIGDIK K D 95.0% 54.7 40.1 10 0 1 0 0 2 899.5563 138 146 true
5123 PREDICTED: uncharacterized protein LOC100259336 isoform 1 [Vitis vinifera] gi|225444774 24,096.4 100.0% 4 4 4 4 0.371% 31.4% VIVLDYVVPPPQSASLS R - 95.0% 36.3 41 9.48 0 0 1 0 2 1,783.9841 207 223 true
5123 PREDICTED: ferritin-3, chloroplastic [Vitis vinifera] gi|147784301,gi|225448548 25,350.0 100.0% 3 3 4 4 0.371% 21.1% GDALHAMELALSLEK K L 95.0% 53.6 44.6 13.2 0 1 1 0 2 1,597.8256 138 152 true
5123 PREDICTED: ferritin-3, chloroplastic [Vitis vinifera] gi|147784301,gi|225448548 25,350.0 100.0% 3 3 4 4 0.371% 21.1% ISEYVAQLR K R 95.0% 75.6 40.6 11.4 0 1 0 0 2 1,078.5891 192 200 true
5123 PREDICTED: ferritin-3, chloroplastic [Vitis vinifera] gi|147784301,gi|225448548 25,350.0 100.0% 3 3 4 4 0.371% 21.1% SNDPQLADFIESEFLIEQVEAIK R K 95.0% 36.5 40.7 11.5 0 0 1 0 2 2,635.3140 168 190 true
5123 PREDICTED: actin-depolymerizing factor 1-like [Vitis vinifera] gi|225439733 16,008.5 84.7% 1 2 1 1 0.0927% 18.7% ANAASGMAVHDDCK M L 95.0% 82.1 41 14.8 0 1 0 0 1 1,504.6156 2 15 false gi|225449595
5123 PREDICTED: actin-depolymerizing factor 1-like [Vitis vinifera] gi|225439733 16,008.5 84.7% 1 2 1 1 0.0927% 18.7% IFFIAWCPDSSR R V 95.0% 49.8 42.1 9.55 0 1 0 0 2 1,498.7148 85 96 true
5123 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 84.7% 1 1 1 1 0.0927% 7.63% DEIFSLFEGALDNLGSLR K Q 95.0% 111 40.8 12.7 0 1 0 0 2 1,996.0024 74 91 true
5123 PREDICTED: ras-related protein RABA2a [Vitis vinifera] gi|225465200 23,845.8 100.0% 2 5 2 2 0.185% 26.0% AFQTILGEIYR K I 95.0% 61.7 41.1 9.37 0 1 0 0 2 1,310.7104 165 175 true
5123 PREDICTED: ras-related protein RABA2a [Vitis vinifera] gi|225465200 23,845.8 100.0% 2 5 2 2 0.185% 26.0% AQIWDTAGQER K Y 95.0% 90.4 40.9 14.2 0 1 0 0 2 1,274.6125 63 73 false gi|225461703,gi|297741822,gi|225468180
5123 PREDICTED: ras-related protein RABA2a [Vitis vinifera] gi|225465200 23,845.8 100.0% 2 5 2 2 0.185% 26.0% AVATEDAQGFAEK R E 95.0% 76.9 40.9 10.6 0 1 0 0 2 1,336.6380 134 146 true
5123 PREDICTED: ras-related protein RABA2a [Vitis vinifera] gi|225465200 23,845.8 100.0% 2 5 2 2 0.185% 26.0% STIGVEFATR K T 95.0% 81.3 40.9 10.3 0 1 0 0 2 1,080.5684 43 52 false gi|225461703
5123 PREDICTED: ras-related protein RABA2a [Vitis vinifera] gi|225465200 23,845.8 100.0% 2 5 2 2 0.185% 26.0% VVLIGDSGVGK K S 95.0% 64.3 40.6 10.3 0 1 0 0 2 1,043.6097 15 25 false gi|225461703
5123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 4 4 4 4 0.371% 18.8% GPEFAVIVNSVTSK K K 95.0% 107 40.9 13.3 0 1 0 0 2 1,447.7791 307 320 true
5123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 4 4 4 4 0.371% 18.8% IEISAQNSWVGK R G 95.0% 85.9 40.9 11.4 0 1 0 0 2 1,331.6954 128 139 true
5123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 4 4 4 4 0.371% 18.8% LEADVDVVVAPPFVYLDQVK K N 95.0% 34.8 40.8 10.3 0 0 1 0 2 2,216.1851 102 121 true
5123 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 4 4 4 4 0.371% 18.8% VATPLQAQEVHIAVR K D 95.0% 55.3 40.8 8.43 0 0 1 0 2 1,631.9228 244 258 true
5123 ATPase subunit 1 [Vitis vinifera] gi|224365668 55,126.8 100.0% 4 4 4 4 0.371% 8.45% ITNFYTNLK R V 95.0% 56 40.2 6.83 0 1 0 0 2 1,113.5939 18 26 true
5123 ATPase subunit 1 [Vitis vinifera] gi|224365668 55,126.8 100.0% 4 4 4 4 0.371% 8.45% TAIAIDTILNQK K L 95.0% 81.3 40.8 12.4 0 1 0 0 2 1,300.7473 178 189 true
5123 ATPase subunit 1 [Vitis vinifera] gi|224365668 55,126.8 100.0% 4 4 4 4 0.371% 8.45% VVDALGVPIDGR R G 95.0% 52.3 40.6 9.68 0 1 0 0 2 1,210.6792 109 120 true
5123 ATPase subunit 1 [Vitis vinifera] gi|224365668 55,126.8 100.0% 4 4 4 4 0.371% 8.45% VVSVGDGIAR R V 95.0% 64.8 40.5 9.84 0 1 0 0 2 972.5473 33 42 true
5123 PREDICTED: DCN1-like protein 2-like [Vitis vinifera] gi|147826465,gi|297736127,gi|359494685 36,116.5 100.0% 3 3 4 4 0.371% 15.5% QEFISGLQALGIDSLEK K F 95.0% 69.8 40.7 11.9 0 1 1 0 2 1,847.9752 155 171 true
5123 PREDICTED: DCN1-like protein 2-like [Vitis vinifera] gi|147826465,gi|297736127,gi|359494685 36,116.5 100.0% 3 3 4 4 0.371% 15.5% SLALDTAIGMWQLLFAEK K Q 95.0% 45.5 40.8 11.7 0 0 1 0 2 2,023.0572 207 224 true
5123 PREDICTED: DCN1-like protein 2-like [Vitis vinifera] gi|147826465,gi|297736127,gi|359494685 36,116.5 100.0% 3 3 4 4 0.371% 15.5% VQQFMAITGASEK K V 95.0% 82.4 43.9 11 0 1 0 0 2 1,409.7094 54 66 true
5123 hypothetical protein VITISV_027322 [Vitis vinifera] gi|147798320 22,255.7 84.7% 1 1 1 1 0.0927% 6.09% GVEDGYGLQLQR R R 95.0% 72.5 42.4 10.5 0 1 0 0 2 1,334.6701 127 138 true
5123 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 2 2 2 2 0.185% 6.90% GYMFTTTAER R E 95.0% 61.1 40.8 10.5 0 1 0 0 2 1,192.5304 199 208 true
5123 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 2 2 2 2 0.185% 6.90% NYELPDGQVITIGAER K F 95.0% 96.7 40.8 11.5 0 1 0 0 2 1,774.8972 241 256 true
5123 PREDICTED: ATP-dependent Clp protease proteolytic subunit-related protein 4, chloroplasti   gi|296085709,gi|359496370 18,706.0 84.7% 1 2 1 1 0.0927% 12.4% SALPSSTIMLK R Q 95.0% 70 40.7 9.96 0 1 0 0 2 1,163.6342 63 73 false gi|297745678,gi|359495737
5123 PREDICTED: ATP-dependent Clp protease proteolytic subunit-related protein 4, chloroplasti   gi|296085709,gi|359496370 18,706.0 84.7% 1 2 1 1 0.0927% 12.4% SPEQIEADIR K R 95.0% 72.3 40.5 9.96 0 1 0 0 2 1,157.5798 119 128 true
5123 PREDICTED: proteasome subunit beta type-7-B isoform 1 [Vitis vinifera] gi|225424598,gi|359473123 29,479.4 100.0% 3 3 3 3 0.278% 11.4% ATEGPIVCDK R N 95.0% 62.4 40.9 9.45 0 1 0 0 2 1,089.5247 59 68 true
5123 PREDICTED: proteasome subunit beta type-7-B isoform 1 [Vitis vinifera] gi|225424598,gi|359473123 29,479.4 100.0% 3 3 3 3 0.278% 11.4% VEVIEGGDAMEE K - 95.0% 102 41.5 13.7 0 1 0 0 2 1,293.5517 262 273 true
5123 PREDICTED: proteasome subunit beta type-7-B isoform 1 [Vitis vinifera] gi|225424598,gi|359473123 29,479.4 100.0% 3 3 3 3 0.278% 11.4% VVTALTLLK R S 95.0% 51.4 40.4 3.37 0 1 0 0 2 957.6344 115 123 true
5123 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 26,297.9 100.0% 3 3 3 3 0.278% 12.9% ISVEDGILSIR K G 95.0% 96.6 40.7 10.7 0 1 0 0 2 1,201.6788 155 165 true
5123 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 26,297.9 100.0% 3 3 3 3 0.278% 12.9% LLENLAPSR R L 95.0% 65 39.7 8.87 0 1 0 0 2 1,012.5786 119 127 true
5123 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 26,297.9 100.0% 3 3 3 3 0.278% 12.9% TEVAVSEGDR K K 95.0% 69.9 40.7 10.6 0 1 0 0 2 1,062.5062 62 71 true
5123 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 84.7% 1 1 1 1 0.0927% 3.34% AIFVDLEPTVIDEVR R T 95.0% 55.2 42 11 0 1 0 0 2 1,715.9216 65 79 true
5418 PREDICTED: basic leucine zipper and W2 domain-containing protein 2-like [Vitis vinifera] gi|297735255,gi|359476759 49,170.9 99.9% 2 2 2 2 0.152% 6.06% ILWDVIMDAVQWSGK R N 95.0% 60.4 40.9 12.2 0 1 0 0 2 1,760.9042 312 326 true
5418 PREDICTED: basic leucine zipper and W2 domain-containing protein 2-like [Vitis vinifera] gi|297735255,gi|359476759 49,170.9 99.9% 2 2 2 2 0.152% 6.06% SAEGFSEHFTK R E 95.0% 52.9 40.6 6.77 0 0 1 0 2 1,239.5640 242 252 true
5418 PREDICTED: bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate a   gi|225438653,gi|296082448 44,214.9 100.0% 2 2 3 3 0.228% 9.27% IQSQFTSGASSISQK K A 95.0% 105 41.1 11.9 0 1 1 0 2 1,568.7915 266 280 true
5418 PREDICTED: bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate a   gi|225438653,gi|296082448 44,214.9 100.0% 2 2 3 3 0.228% 9.27% LAAGEPDFDTPAVIAEAGINAIR R E 95.0% 53.5 42.3 13 0 0 1 0 2 2,311.1931 39 61 true
5418 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase  chloroplastic [Vitis vinifera gi|225457034 51,159.4 100.0% 5 5 6 6 0.455% 15.5% IGYLDIFK K V 95.0% 59.7 39.5 9.69 0 1 0 0 2 968.5453 417 424 true
5418 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase  chloroplastic [Vitis vinifera gi|225457034 51,159.4 100.0% 5 5 6 6 0.455% 15.5% ILLTASGGAFR R D 95.0% 90 40.9 10.7 0 1 0 0 2 1,105.6365 244 254 true
5418 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase  chloroplastic [Vitis vinifera gi|225457034 51,159.4 100.0% 5 5 6 6 0.455% 15.5% ILPADSEHSAIFQCIQGLPEGALR K R 95.0% 64.7 40.5 11.4 0 0 1 0 2 2,622.3348 219 242 true
5418 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase  chloroplastic [Vitis vinifera gi|225457034 51,159.4 100.0% 5 5 6 6 0.455% 15.5% IVALAAGSNVTLLADQVK R T 95.0% 58.7 40.9 44.9 0 1 1 0 2 1,783.0325 103 120 true
5418 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase  chloroplastic [Vitis vinifera gi|225457034 51,159.4 100.0% 5 5 6 6 0.455% 15.5% LPILYTLSWPDR R I 95.0% 68.1 41 11.3 0 1 0 0 2 1,473.8102 341 352 true
5418 PREDICTED: 28S ribosomal protein S9, mitochondrial [Vitis vinifera] gi|225464944 39,865.0 99.1% 1 1 1 1 0.0759% 6.44% AFGDLIAASGITDAMLDSLIALK R D 95.0% 51.6 40.8 11.6 0 0 1 0 2 2,306.2316 158 180 true
5418 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 89.4% 1 1 1 1 0.0759% 7.28% EIVEAIDEENK K S 95.0% 60.1 40.9 11.4 0 1 0 0 2 1,288.6268 71 81 true
5418 leucoanthocyanidin dioxygenase [Vitis amurensis] gi|224038270 40,175.3 89.4% 1 1 1 1 0.0759% 4.23% ILSVLSLGLGLEEGR K L 95.0% 76.2 40.9 10.1 0 1 0 0 2 1,555.9056 185 199 true
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% DDPDFTWEVVKPLK R W 95.0% 55.2 40.8 13.2 0 2 0 0 2 1,688.8533 374 387 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% FVIGGPHGDAGLTGR R K 95.0% 86.1 40.8 13.5 0 3 1 0 2 1,453.7549 238 252 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% IIIDTYGGWGAHGGGAFSGK K D 95.0% 84.8 40.8 11 0 1 4 0 2 1,963.9664 254 273 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% KIIIDTYGGWGAHGGGAFSGK R D 95.0% 58.7 40.9 14.9 0 0 3 0 2 2,092.0614 253 273 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% LCDQISDAVLDACLQQDPDSK K V 95.0% 56.6 40.8 9.24 0 0 1 0 2 2,391.0808 19 39 false gi|223635284
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% METFLFTSESVNEGHPDK - L 95.0% 71.5 40.7 15.5 0 3 2 0 2 2,109.9435 1 18 false gi|223635284,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% RCIVQVSYAIGVPEPLSVFVDSYGTG R I 95.0% 62.4 40.1 14.2 0 0 1 0 2 2,941.5130 301 327 true gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% TAAYGHFGR K D 95.0% 50.9 40.6 12.1 0 2 0 0 2 979.4744 365 373 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% TIFHLNPSGR K F 95.0% 56.6 40.1 9.45 0 1 0 0 2 1,141.6113 228 237 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% TNMVMVFGEITTK K A 95.0% 107 40.6 14.6 0 18 4 0 2 1,470.7332 48 60 false gi|223635284,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% TQVTVEYHNDGGAR K V 95.0% 85.9 41.4 8.74 0 1 0 0 2 1,546.7245 170 183 false gi|223635284
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% VACETCTK K T 95.0% 59 39.5 9.52 0 1 0 0 2 968.4177 40 47 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% VHTVLISTQHDETVTNDEIAADLK R E 95.0% 101 40.6 12.7 0 0 15 0 2 2,649.3369 188 211 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 hypothetical protein VITISV_002362 [Vitis vinifera] gi|147791974 43,081.8 99.8% 1 14 1 1 0.0759% 55.0% VLVNIEQQSPDIAQGVHGHLTK K R 95.0% 46.7 40.7 10.7 0 0 2 0 2 2,383.2731 92 113 false gi|359487692,gi|223635284,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% AVGFVSEDVGLDADNCK R V 95.0% 102 39.5 12.2 0 1 0 0 2 1,795.8169 75 91 true
Supplemental Table 2. List of peptides and the corresponding proteins identified by mass spectrometry using nano-LC-MS/MS in each spot in the asymptomatic trunk wood of control and diseased plants and in the brown striped one of diseased plants cultivar Chardonnay
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% DDPDFTWEVVKPLK R A 95.0% 55.2 40.8 13.2 0 2 0 0 2 1,688.8533 374 387 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% FVIGGPHGDAGLTGR R K 95.0% 86.1 40.8 13.5 0 3 1 0 2 1,453.7549 238 252 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% IIIDTYGGWGAHGGGAFSGK K D 95.0% 84.8 40.8 11 0 1 4 0 2 1,963.9664 254 273 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% IPDKEILK K I 95.0% 57.6 39.7 9.99 0 2 1 0 2 955.5825 328 335 false gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% KIIIDTYGGWGAHGGGAFSGK R D 95.0% 58.7 40.9 14.9 0 0 3 0 2 2,092.0614 253 273 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% TAAYGHFGR K D 95.0% 50.9 40.6 12.1 0 2 0 0 2 979.4744 365 373 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% TIFHLNPSGR K F 95.0% 56.6 40.1 9.45 0 1 0 0 2 1,141.6113 228 237 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% VACETCTK K T 95.0% 59 39.5 9.52 0 1 0 0 2 968.4177 40 47 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% VHTVLISTQHDETVTNDEIAADLK R E 95.0% 101 40.6 12.7 0 0 15 0 2 2,649.3369 188 211 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 89.4% 1 11 1 1 0.0759% 37.7% VLVNIEQQSPDIAQGVHGHLTK K R 95.0% 46.7 40.7 10.7 0 0 2 0 2 2,383.2731 92 113 false gi|147791974,gi|223635284,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% ADIDYEK K I 95.0% 52.7 39.3 6.77 0 1 0 0 2 853.3939 61 67 true
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% DDPDFTWEVVKPLK R W 95.0% 55.2 40.8 13.2 0 2 0 0 2 1,688.8533 374 387 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% ENFDFRPGMIAINLDLK K R 95.0% 57.9 40.8 12.7 0 1 1 0 2 1,993.0214 339 355 true
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% FVIGGPHGDAGLTGR R K 95.0% 86.1 40.8 13.5 0 3 1 0 2 1,453.7549 238 252 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% IIIDTYGGWGAHGGGAFSGK K D 95.0% 84.8 40.8 11 0 1 4 0 2 1,963.9664 254 273 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% IPDKEILK K I 95.0% 57.6 39.7 9.99 0 2 1 0 2 955.5825 328 335 true gi|359487692,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% KIIIDTYGGWGAHGGGAFSGK R D 95.0% 58.7 40.9 14.9 0 0 3 0 2 2,092.0614 253 273 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% LCDQISDAVLDACLAQDPDSK K V 95.0% 125 40.8 16.1 0 1 1 0 2 2,334.0593 19 39 true
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% METFLFTSESVNEGHPDK - L 95.0% 71.5 40.7 15.5 0 3 2 0 2 2,109.9435 1 18 false gi|147791974,gi|223635284
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% RCIVQVSYAIGVPEPLSVFVDSYGTG R I 95.0% 62.4 40.1 14.2 0 0 1 0 2 2,941.5130 301 327 false gi|147791974
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% TAAYGHFGR K D 95.0% 50.9 40.6 12.1 0 2 0 0 2 979.4744 365 373 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% TIFHLNPSGR K F 95.0% 56.6 40.1 9.45 0 1 0 0 2 1,141.6113 228 237 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% TIGFVSDDVGLDADNCK R V 95.0% 72.4 40.8 15.2 0 4 4 0 2 1,825.8276 75 91 true
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% TNMVMVFGEITTK K A 95.0% 107 40.6 14.6 0 18 4 0 2 1,470.7332 48 60 false gi|147791974,gi|223635284
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% VACETCTK K T 95.0% 59 39.5 9.52 0 1 0 0 2 968.4177 40 47 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% VHTVLISTQHDETVTNDEIAADLK R E 95.0% 101 40.6 12.7 0 0 15 0 2 2,649.3369 188 211 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 5 17 9 16 1.21% 64.2% VLVNIEQQSPDIAQGVHGHLTK K R 95.0% 46.7 40.7 10.7 0 0 2 0 2 2,383.2731 92 113 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% CIVQVSYAIGVPEPLSVFVDTYGTGK R I 95.0% 30 40.5 9.27 0 0 1 0 2 2,799.4276 302 327 true
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% DDPDFTWEVVKPLK R W 95.0% 55.2 40.8 13.2 0 2 0 0 2 1,688.8533 374 387 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% FVIGGPHGDAGLTGR R K 95.0% 86.1 40.8 13.5 0 3 1 0 2 1,453.7549 238 252 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% IIIDTYGGWGAHGGGAFSGK K D 95.0% 84.8 40.8 11 0 1 4 0 2 1,963.9664 254 273 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% KIIIDTYGGWGAHGGGAFSGK R D 95.0% 58.7 40.9 14.9 0 0 3 0 2 2,092.0614 253 273 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% LCDQISDAVLDACLQQDPDSK K V 95.0% 56.6 40.8 9.24 0 0 1 0 2 2,391.0808 19 39 true gi|147791974
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% METFLFTSESVNEGHPDK - L 95.0% 71.5 40.7 15.5 0 3 2 0 2 2,109.9435 1 18 true gi|147791974,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% TAAYGHFGR K D 95.0% 50.9 40.6 12.1 0 2 0 0 2 979.4744 365 373 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% TIFHLNPSGR K F 95.0% 56.6 40.1 9.45 0 1 0 0 2 1,141.6113 228 237 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% TNMVMVFGEITTK K A 95.0% 107 40.6 14.6 0 18 4 0 2 1,470.7332 48 60 true gi|147791974,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% TQVTVEYHNDGGAR K V 95.0% 85.9 41.4 8.74 0 1 0 0 2 1,546.7245 170 183 true gi|147791974
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% VACETCTK K T 95.0% 59 39.5 9.52 0 1 0 0 2 968.4177 40 47 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% VHTVLISTQHDETVTNDEIAADLK R E 95.0% 101 40.6 12.7 0 0 15 0 2 2,649.3369 188 211 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 14 14 18 65 4.93% 54.7% VLVNIEQQSPDIAQGVHGHLTK K R 95.0% 46.7 40.7 10.7 0 0 2 0 2 2,383.2731 92 113 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5418 unnamed protein product [Vitis vinifera] gi|297736799 18,618.6 99.8% 1 1 1 1 0.0759% 13.1% MFGYATDETPELMPLSHVLATK - L 95.0% 53 40.6 10 0 0 1 0 2 2,451.1937 1 22 true
5419 leucoanthocyanidin dioxygenase [Vitis amurensis] gi|224038270 40,175.3 100.0% 3 3 3 3 0.224% 11.5% EVGGMEELLLQK K K 95.0% 59.5 43.6 3.43 0 1 0 0 2 1,361.6984 203 214 true
5419 leucoanthocyanidin dioxygenase [Vitis amurensis] gi|224038270 40,175.3 100.0% 3 3 3 3 0.224% 11.5% ILSVLSLGLGLEEGR K L 95.0% 83.9 40.9 8.72 0 1 0 0 2 1,555.9056 185 199 true
5419 leucoanthocyanidin dioxygenase [Vitis amurensis] gi|224038270 40,175.3 100.0% 3 3 3 3 0.224% 11.5% VAGETFFNLPIEEK K E 95.0% 58.6 43.5 8.56 0 1 0 0 2 1,593.8160 99 112 true
5419 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 1 1 1 1 0.0745% 7.28% EIVEAIDEENK K S 95.0% 76.8 42.5 11.6 0 1 0 0 2 1,288.6268 71 81 true
5419 PREDICTED: LOW QUALITY PROTEIN: 3-phosphoshikimate 1-carboxyvinyltransferase, chlorop   gi|296089198,gi|359489451 49,250.2 85.8% 1 1 1 1 0.0745% 3.24% VSWTENSVTVTGPPR K D 95.0% 56.9 43 9.22 0 1 0 0 2 1,629.8231 328 342 true
5419 PREDICTED: bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate a   gi|225438653,gi|296082448 44,214.9 100.0% 3 3 3 3 0.224% 11.7% IQSQFTSGASSISQK K A 95.0% 80.3 41.1 11.4 0 1 0 0 2 1,568.7915 266 280 true
5419 PREDICTED: bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate a   gi|225438653,gi|296082448 44,214.9 100.0% 3 3 3 3 0.224% 11.7% LADATPVILPTLISENFLLDPK R F 95.0% 43.5 40.7 10.3 0 0 1 0 2 2,380.3378 137 158 true
5419 PREDICTED: bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate a   gi|225438653,gi|296082448 44,214.9 100.0% 3 3 3 3 0.224% 11.7% YTPNAGTLEVR R S 95.0% 65.9 41.9 6.69 0 1 0 0 2 1,220.6270 67 77 true
5419 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 99.8% 1 1 1 1 0.0745% 4.79% APGGAPANVACAITK K L 95.0% 56.4 43.4 9.43 0 1 0 0 2 1,397.7207 23 37 true
5419 PREDICTED: monoglyceride lipase-like [Vitis vinifera] gi|225442797 44,005.2 99.8% 1 1 1 1 0.0745% 3.57% LFTQSFLPLDLPVK K A 95.0% 59.3 40.9 10.8 0 1 0 0 2 1,617.9253 111 124 true
5419 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 100.0% 2 8 2 2 0.149% 32.1% DDPDFTWEVVKPLK R A 95.0% 59.4 40.8 11 0 1 0 0 2 1,688.8533 374 387 false gi|147791974,gi|223635284,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 100.0% 2 8 2 2 0.149% 32.1% FVIGGPHGDAGLTGR R K 95.0% 94.1 40.8 14.1 0 2 1 0 2 1,453.7549 238 252 false gi|147791974,gi|223635284,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 100.0% 2 8 2 2 0.149% 32.1% IIIDTYGGWGAHGGGAFSGK K D 95.0% 49.5 40.8 11.7 0 0 7 0 2 1,963.9664 254 273 false gi|147791974,gi|223635284,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 100.0% 2 8 2 2 0.149% 32.1% LCDQISDAVLDACLEQDPDSK K V 95.0% 66.8 40.6 10.5 0 0 1 0 2 2,392.0648 19 39 true
5419 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 100.0% 2 8 2 2 0.149% 32.1% TAAYGHFGR K D 95.0% 70.3 40.6 12.8 0 2 0 0 2 979.4744 365 373 false gi|147791974,gi|223635284,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 100.0% 2 8 2 2 0.149% 32.1% TIFHLNPSGR K F 95.0% 57.7 40.1 7.39 0 1 0 0 2 1,141.6113 228 237 false gi|147791974,gi|223635284,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 100.0% 2 8 2 2 0.149% 32.1% TNLVMIFGEITTK K A 95.0% 82.4 40.6 10.8 0 1 0 0 2 1,466.7925 48 60 true
5419 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 42,912.9 100.0% 2 8 2 2 0.149% 32.1% VHTVLISTQHDETVTNDEIAADLK R E 95.0% 88.2 40.6 8.46 0 0 10 0 2 2,649.3369 188 211 false gi|147791974,gi|223635284,gi|223635289
5419 PREDICTED: probable cinnamyl alcohol dehydrogenase 1 [Vitis vinifera] gi|225428916 38,991.0 100.0% 7 7 7 9 0.671% 31.1% DPSGVLSPYTYTLR R N 95.0% 51.5 41.1 5.45 0 1 0 0 2 1,568.7956 17 30 true
5419 PREDICTED: probable cinnamyl alcohol dehydrogenase 1 [Vitis vinifera] gi|225428916 38,991.0 100.0% 7 7 7 9 0.671% 31.1% ETEEMLEFCK K E 95.0% 67 41 7.69 0 1 0 0 2 1,315.5546 305 314 true
5419 PREDICTED: probable cinnamyl alcohol dehydrogenase 1 [Vitis vinifera] gi|225428916 38,991.0 100.0% 7 7 7 9 0.671% 31.1% IITGSFIGSMK K E 95.0% 55.6 45.3 7.62 0 1 0 0 2 1,153.6287 294 304 true
5419 PREDICTED: probable cinnamyl alcohol dehydrogenase 1 [Vitis vinifera] gi|225428916 38,991.0 100.0% 7 7 7 9 0.671% 31.1% LILMGVINTPLQFVTPMVMLGR K K 95.0% 32.3 40.7 11.1 0 0 2 0 2 2,475.3540 271 292 true
5419 PREDICTED: probable cinnamyl alcohol dehydrogenase 1 [Vitis vinifera] gi|225428916 38,991.0 100.0% 7 7 7 9 0.671% 31.1% MDYVNTALER K L 95.0% 68.2 44.6 11.4 0 1 0 0 2 1,211.5725 327 336 true
5419 PREDICTED: probable cinnamyl alcohol dehydrogenase 1 [Vitis vinifera] gi|225428916 38,991.0 100.0% 7 7 7 9 0.671% 31.1% MQEAADSLDYIIDTVPVFHPLEPYLS R L 95.0% 98.7 39.7 13.9 0 0 2 0 2 3,333.6968 238 266 true
5419 PREDICTED: probable cinnamyl alcohol dehydrogenase 1 [Vitis vinifera] gi|225428916 38,991.0 100.0% 7 7 7 9 0.671% 31.1% VGDCVGVGVIVGCCR R S 95.0% 78.8 40.9 10.9 0 1 0 0 2 1,606.7500 87 101 true
5419 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 85.8% 1 1 1 1 0.0745% 4.12% FYNVVIEELPSNVADLL R - 95.0% 65 41 10.1 0 1 0 0 2 1,935.0110 397 413 true
5419 PREDICTED: isocitrate dehydrogenase [NADP] [Vitis vinifera] gi|225466253 46,267.5 100.0% 3 3 3 5 0.373% 9.47% LEAACVGTVESGK K M 95.0% 84.9 41 11.6 0 1 0 0 2 1,320.6465 361 373 true
5419 PREDICTED: isocitrate dehydrogenase [NADP] [Vitis vinifera] gi|225466253 46,267.5 100.0% 3 3 3 5 0.373% 9.47% LIFPFLELDIK K Y 95.0% 49.1 40.9 10.1 0 1 0 0 2 1,347.7925 32 42 true
5419 PREDICTED: isocitrate dehydrogenase [NADP] [Vitis vinifera] gi|225466253 46,267.5 100.0% 3 3 3 5 0.373% 9.47% VANPIVEMDGDEMTR K V 95.0% 83 41.1 10.4 0 3 0 0 2 1,708.7519 8 22 true
5419 PREDICTED: 26S proteasome non-ATPase regulatory subunit 11 isoform 2 [Vitis vinifera] gi|225451255,gi|225462922,gi|298204900 46,967.2 85.8% 1 1 1 1 0.0745% 2.84% LLLVDIDLLESK K L 95.0% 61.9 40.9 11.3 0 1 0 0 2 1,370.8144 164 175 true
5419 PREDICTED: uncharacterized protein LOC100263471 [Vitis vinifera] gi|225438019,gi|297744195 44,965.3 85.8% 1 1 2 2 0.149% 4.54% GFGFVVFADPSVLDAVLQEK R H 95.0% 68.4 40.5 11.4 0 1 1 0 2 2,138.1170 48 67 true
5419 PREDICTED: bifunctional polymyxin resistance protein ArnA [Vitis vinifera] gi|225465764,gi|347664491,gi|347664493 43,452.5 100.0% 2 2 2 2 0.149% 6.96% DAIEAVLLMIDNPGR K A 95.0% 49.1 42.5 12.1 0 0 1 0 2 1,626.8522 266 280 true
5419 PREDICTED: bifunctional polymyxin resistance protein ArnA [Vitis vinifera] gi|225465764,gi|347664491,gi|347664493 43,452.5 100.0% 2 2 2 2 0.149% 6.96% EFYGEGYDDSDK K R 95.0% 54.5 40.9 4.51 0 1 0 0 2 1,424.5490 328 339 true
5419 PREDICTED: 3-phosphoshikimate 1-carboxyvinyltransferase, chloroplastic [Vitis vinifera] gi|225454012 55,468.7 100.0% 1 1 1 1 0.0745% 2.11% FAEVLEQMGAK K V 95.0% 56.6 41.5 11.5 0 1 0 0 2 1,222.6137 363 373 true
5419 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like [Vitis vinifera] gi|147811194,gi|359483854 46,912.3 99.8% 2 2 2 2 0.149% 8.84% AGVLVGTGMGGLTVFSDGVQALIER R G 95.0% 39.9 40.7 11.7 0 0 1 0 2 2,447.2966 129 153 true
5419 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like [Vitis vinifera] gi|147811194,gi|359483854 46,912.3 99.8% 2 2 2 2 0.149% 8.84% ALEDADLGGADISK K I 95.0% 79.4 42.5 10.2 0 1 0 0 2 1,374.6750 110 123 true
5419 PREDICTED: tryptophanyl-tRNA synthetase, cytoplasmic [Vitis vinifera] gi|225446410 45,298.0 100.0% 2 2 2 2 0.149% 7.27% MSASDPNSAIYVTDSGK K D 95.0% 64.7 40.8 7.75 0 1 0 0 2 1,758.7852 278 294 true
5419 PREDICTED: tryptophanyl-tRNA synthetase, cytoplasmic [Vitis vinifera] gi|225446410 45,298.0 100.0% 2 2 2 2 0.149% 7.27% VPLVIQLTDDEK K C 95.0% 58.4 40.7 9.42 0 1 0 0 2 1,369.7576 119 130 true
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% DDPDFTWEVVKPLK R W 95.0% 59.4 40.8 11 0 1 0 0 2 1,688.8533 374 387 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% FVIGGPHGDAGLTGR R K 95.0% 94.1 40.8 14.1 0 2 1 0 2 1,453.7549 238 252 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% IIIDTYGGWGAHGGGAFSGK K D 95.0% 49.5 40.8 11.7 0 0 7 0 2 1,963.9664 254 273 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% METFLFTSESVNEGHPDK - L 95.0% 71.3 40.7 9.7 0 1 2 0 2 2,109.9435 1 18 false gi|147791974,gi|223635284
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% SIVANGLAR K R 95.0% 55.6 40.7 7.49 0 1 0 0 2 900.5261 292 300 false gi|147791974,gi|223635284
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% TAAYGHFGR K D 95.0% 70.3 40.6 12.8 0 2 0 0 2 979.4744 365 373 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% TIFHLNPSGR K F 95.0% 57.7 40.1 7.39 0 1 0 0 2 1,141.6113 228 237 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% TIGFVSDDVGLDADNCK R V 95.0% 71.5 40.8 14 0 1 1 0 2 1,825.8276 75 91 true
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% TNMVMVFGEITTK K A 95.0% 97.2 41 13.8 0 8 2 0 2 1,502.7231 48 60 false gi|147791974,gi|223635284
5419 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 10 2 2 0.149% 38.1% VHTVLISTQHDETVTNDEIAADLK R E 95.0% 88.2 40.6 8.46 0 0 10 0 2 2,649.3369 188 211 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% DDPDFTWEVVKPLK R W 95.0% 59.4 40.8 11 0 1 0 0 2 1,688.8533 374 387 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% EIGFVSDDVGLDADNCK R V 95.0% 120 41.2 12.2 0 2 1 0 2 1,853.8225 75 91 true gi|147791974
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% ENFDFRPGMISINLDLK K R 95.0% 52.1 40.9 12.4 0 1 0 0 2 2,009.0163 339 355 true gi|147791974
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% FVIGGPHGDAGLTGR R K 95.0% 94.1 40.8 14.1 0 2 1 0 2 1,453.7549 238 252 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% IIIDTYGGWGAHGGGAFSGK K D 95.0% 49.5 40.8 11.7 0 0 7 0 2 1,963.9664 254 273 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% IPDREILK K I 95.0% 41.2 39.8 11.8 0 1 0 0 2 983.5886 328 335 true gi|147791974
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% LCDQISDAVLDACLQQDPDSK K V 95.0% 67.9 40.8 11.2 0 0 1 0 2 2,391.0808 19 39 true gi|147791974
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% METFLFTSESVNEGHPDK - L 95.0% 71.3 40.7 9.7 0 1 2 0 2 2,109.9435 1 18 true gi|147791974,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% RCIVQVSYAIGVPEPLSVFVDTYGTG R I 95.0% 94.5 40.3 14.1 0 0 2 0 2 2,955.5287 301 327 true
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% SIVANGLAR K R 95.0% 55.6 40.7 7.49 0 1 0 0 2 900.5261 292 300 true gi|147791974,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% TAAYGHFGR K D 95.0% 70.3 40.6 12.8 0 2 0 0 2 979.4744 365 373 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% TIFHLNPSGR K F 95.0% 57.7 40.1 7.39 0 1 0 0 2 1,141.6113 228 237 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% TNMVMVFGEITTK K A 95.0% 97.2 41 13.8 0 8 2 0 2 1,502.7231 48 60 true gi|147791974,gi|223635289
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% TQVTVEYHNDGGAR K V 95.0% 102 41.4 44.9 0 5 0 0 2 1,546.7245 170 183 true gi|147791974
5419 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 15 15 19 51 3.80% 60.1% VHTVLISTQHDETVTNDEIAADLK R E 95.0% 88.2 40.6 8.46 0 0 10 0 2 2,649.3369 188 211 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5419 PREDICTED: mannose-1-phosphate guanyltransferase alpha-like isoform 1 [Vitis vinifera] gi|225452650,gi|296087766,gi|359488770 45,779.0 100.0% 6 6 7 8 0.596% 19.5% IGPNVSISANVR K I 95.0% 78.3 40.7 8.39 0 1 0 0 2 1,226.6851 315 326 true
5419 PREDICTED: mannose-1-phosphate guanyltransferase alpha-like isoform 1 [Vitis vinifera] gi|225452650,gi|296087766,gi|359488770 45,779.0 100.0% 6 6 7 8 0.596% 19.5% IPNLAQIFLVGFYEER R E 95.0% 45.6 40.9 15.5 0 1 2 0 2 1,909.0219 53 68 true
5419 PREDICTED: mannose-1-phosphate guanyltransferase alpha-like isoform 1 [Vitis vinifera] gi|225452650,gi|296087766,gi|359488770 45,779.0 100.0% 6 6 7 8 0.596% 19.5% LDQDILSPLAGK R K 95.0% 68.4 40.5 10.3 0 1 0 0 2 1,269.7052 235 246 true
5419 PREDICTED: mannose-1-phosphate guanyltransferase alpha-like isoform 1 [Vitis vinifera] gi|225452650,gi|296087766,gi|359488770 45,779.0 100.0% 6 6 7 8 0.596% 19.5% SATIVGDVYIHPSAK K V 95.0% 61.3 40.8 8.98 0 1 0 0 2 1,557.8272 294 308 true
5419 PREDICTED: mannose-1-phosphate guanyltransferase alpha-like isoform 1 [Vitis vinifera] gi|225452650,gi|296087766,gi|359488770 45,779.0 100.0% 6 6 7 8 0.596% 19.5% TLNDSVQEEIIL K - 95.0% 56.5 40.9 11.8 0 1 0 0 2 1,373.7160 404 415 true
5419 PREDICTED: mannose-1-phosphate guanyltransferase alpha-like isoform 1 [Vitis vinifera] gi|225452650,gi|296087766,gi|359488770 45,779.0 100.0% 6 6 7 8 0.596% 19.5% YTSPHLLASGDGTK R S 95.0% 57.2 41.2 8.93 0 1 0 0 2 1,446.7225 280 293 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% AAAATASVVPANR M G 95.0% 85.5 40.7 7.59 0 1 0 0 1 1,240.6643 2 14 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% AVLPIIQGR R D 95.0% 66.3 40.2 10.9 0 1 0 0 2 966.6096 69 77 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% DAIMAEFR R S 95.0% 55.1 39.5 11.8 0 1 0 0 2 968.4507 318 325 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% DIEQYYSTQIDEMPMNVADLI R - 95.0% 36.5 40.7 11.1 0 0 1 0 2 2,488.1261 392 412 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% DVIAQAQSGTGK R T 95.0% 104 40.9 12.6 0 2 0 0 2 1,174.6064 78 89 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% EVQALILSPTR R E 95.0% 71.4 40.6 9.36 0 1 0 0 2 1,226.7104 107 117 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% GFKDQIYDVYR R Y 95.0% 55.1 40.9 10.8 0 1 0 0 2 1,403.6955 197 207 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% GLDVQQVSLVINYDLPNNR R E 95.0% 66.8 40.6 14.7 0 0 1 0 2 2,157.1300 341 359 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% LLVLDESDEMLSR K G 95.0% 85 41 15.4 0 2 1 0 2 1,535.7624 184 196 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% LVFETTEGVEPIMSFDQMGIK K D 95.0% 66.3 40.8 10.8 0 0 2 0 2 2,371.1563 27 47 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% LVFETTEGVEPIMSFDQMGIKDDLLR K G 95.0% 62.8 40.2 7.94 0 0 1 0 2 2,999.4746 27 52 true
5419 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 12 12 13 16 1.19% 37.1% VLITTDVWAR R G 95.0% 57 40.7 11.7 0 1 0 0 2 1,173.6627 331 340 true
5421 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 99.8% 2 2 2 2 0.354% 8.09% VQIVGDDLLVTNPK K R 95.0% 75.6 41.1 11.1 0 1 0 0 2 1,510.8478 323 336 true gi|225441000
5421 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 99.8% 2 2 2 2 0.354% 8.09% YGQDATNVGDEGGFAPNIQENK K E 95.0% 46 40.9 9.8 0 0 1 0 2 2,324.0428 205 226 true gi|225441000
5421 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like [Vitis vinifera] gi|147811194,gi|359483854 46,912.3 100.0% 5 5 5 6 1.06% 21.8% AGVLVGTGMGGLTVFSDGVQALIER R G 95.0% 45 40.7 12.1 0 0 2 0 2 2,447.2966 129 153 true
5421 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like [Vitis vinifera] gi|147811194,gi|359483854 46,912.3 100.0% 5 5 5 6 1.06% 21.8% ALEDADLGGADISK K I 95.0% 96.2 40.9 13.6 0 1 0 0 2 1,374.6750 110 123 true
5421 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like [Vitis vinifera] gi|147811194,gi|359483854 46,912.3 100.0% 5 5 5 6 1.06% 21.8% GAPIIAEYMGGAVNCDAYHMTDPR R S 95.0% 50 40.5 10.2 0 0 1 0 2 2,609.1584 279 302 true
5421 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like [Vitis vinifera] gi|147811194,gi|359483854 46,912.3 100.0% 5 5 5 6 1.06% 21.8% LLAGESGISPIDR K F 95.0% 73.6 40.8 8.19 0 1 0 0 2 1,327.7218 53 65 true
5421 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like [Vitis vinifera] gi|147811194,gi|359483854 46,912.3 100.0% 5 5 5 6 1.06% 21.8% SMIGHCLGAAGGLEAIATVK K A 95.0% 70.9 40.7 9.56 0 0 1 0 2 1,956.0044 364 383 true
5421 PREDICTED: 26S proteasome non-ATPase regulatory subunit 11 isoform 2 [Vitis vinifera] gi|225451255,gi|225462922,gi|298204900 46,967.2 78.2% 1 1 1 1 0.177% 2.84% LLLVDIDLLESK K L 95.0% 55.4 41.1 12.8 0 1 0 0 2 1,370.8144 164 175 true
5421 PREDICTED: formamidase-like isoform 1 [Vitis vinifera] gi|147768859,gi|359480566,gi|359480568 47,548.7 78.2% 1 6 1 1 0.177% 26.0% AIWYFEGIYAYSPHIPGVR K F 95.0% 71.5 40.7 13.5 0 0 1 0 2 2,239.1335 137 155 false gi|225438970
5421 PREDICTED: formamidase-like isoform 1 [Vitis vinifera] gi|147768859,gi|359480566,gi|359480568 47,548.7 78.2% 1 6 1 1 0.177% 26.0% AVLNAIDYLSK R F 95.0% 72.1 41 13.6 0 1 0 0 2 1,206.6729 339 349 false gi|225438970
5421 PREDICTED: formamidase-like isoform 1 [Vitis vinifera] gi|147768859,gi|359480566,gi|359480568 47,548.7 78.2% 1 6 1 1 0.177% 26.0% EQMYLLLSCCPCEGR K I 95.0% 72.1 41 14 0 2 2 0 2 1,915.8171 355 369 false gi|225438970
5421 PREDICTED: formamidase-like isoform 1 [Vitis vinifera] gi|147768859,gi|359480566,gi|359480568 47,548.7 78.2% 1 6 1 1 0.177% 26.0% EYLTPMGPTPLHVNPIFEIGPVEPR K F 95.0% 42.7 40.3 11.2 0 0 2 0 2 2,819.4441 285 309 false gi|225438970
5421 PREDICTED: formamidase-like isoform 1 [Vitis vinifera] gi|147768859,gi|359480566,gi|359480568 47,548.7 78.2% 1 6 1 1 0.177% 26.0% FPGLTHPGVIGTAPSMELLNIWNER R E 95.0% 49 40.5 44.9 0 0 1 0 2 2,765.4083 156 180 true
5421 PREDICTED: formamidase-like isoform 1 [Vitis vinifera] gi|147768859,gi|359480566,gi|359480568 47,548.7 78.2% 1 6 1 1 0.177% 26.0% FSEWLVFEGISVDESGR R Q 95.0% 81.9 41 12.5 0 1 1 0 2 1,956.9338 310 326 false gi|225438970
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% AIWYFEGIYAYSPHIPGVR K F 95.0% 71.5 40.7 13.5 0 0 1 0 2 2,239.1335 137 155 true gi|359480566,gi|359480568,gi|147768859
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% AVLNAIDYLSK R F 95.0% 72.1 41 13.6 0 1 0 0 2 1,206.6729 359 369 true gi|359480566,gi|359480568,gi|147768859
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% EQMYLLLSCCPCEGR K I 95.0% 72.1 41 14 0 2 2 0 2 1,915.8171 375 389 true gi|359480566,gi|359480568,gi|147768859
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% EYLTPMGPTPLHVNPIFEIGPVEPR K F 95.0% 42.7 40.3 11.2 0 0 2 0 2 2,819.4441 305 329 true gi|359480566,gi|359480568,gi|147768859
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% FPGLTHPGIVGTAPSMELLNIWNER R E 95.0% 49 40.5 44.9 0 0 2 0 2 2,765.4083 156 180 true
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% FSEWLVFEGISVDESGR R Q 95.0% 81.9 41 12.5 0 1 1 0 2 1,956.9338 330 346 true gi|359480566,gi|359480568,gi|147768859
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% QVEENGLQTLK R L 95.0% 55.9 41 1.71 0 1 0 0 2 1,258.6639 183 193 true
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% VEMVDFSGGGITK R D 95.0% 105 40.8 14.9 0 2 1 0 2 1,355.6514 47 59 true
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% WHPEIPPVDEVR R C 95.0% 37.5 41 11.4 0 0 2 0 2 1,473.7486 29 40 true
5421 PREDICTED: formamidase isoform 1 [Vitis vinifera] gi|225438970 49,722.8 100.0% 10 10 14 20 3.54% 36.1% YADPSIVHYLSGPIR K V 95.0% 68.1 40.8 14.9 0 1 1 0 2 1,687.8803 68 82 true
5421 PREDICTED: histidinol dehydrogenase, chloroplastic-like [Vitis vinifera] gi|296088118,gi|359493020 60,164.7 100.0% 4 4 4 4 0.708% 11.4% IDFSSIFNVVHPIVDDVR R S 95.0% 73.3 40.8 9.03 0 0 1 0 2 2,072.0812 131 148 true
5421 PREDICTED: histidinol dehydrogenase, chloroplastic-like [Vitis vinifera] gi|296088118,gi|359493020 60,164.7 100.0% 4 4 4 4 0.708% 11.4% IFGPGNQYVTAAK K M 95.0% 83.9 40.8 10.3 0 1 0 0 2 1,365.7162 312 324 true
5421 PREDICTED: histidinol dehydrogenase, chloroplastic-like [Vitis vinifera] gi|296088118,gi|359493020 60,164.7 100.0% 4 4 4 4 0.708% 11.4% LIENVAELPDPELDAGIK R E 95.0% 51.9 41.1 12 0 0 1 0 2 1,936.0277 170 187 true
5421 PREDICTED: histidinol dehydrogenase, chloroplastic-like [Vitis vinifera] gi|296088118,gi|359493020 60,164.7 100.0% 4 4 4 4 0.708% 11.4% LSELSQAEVNSLK R A 95.0% 69.6 41 10 0 1 0 0 2 1,417.7533 114 126 true
5421 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 3 3 3 3 0.531% 11.2% DDPDFTWEVVKPLK R W 95.0% 40.1 40.8 10.3 0 1 0 0 2 1,688.8533 374 387 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
5421 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 3 3 3 3 0.531% 11.2% ENFDFRPGMISINLDLK K R 95.0% 39.3 40.7 10.1 0 0 1 0 2 2,025.0113 339 355 true gi|147791974
5421 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 3 3 3 3 0.531% 11.2% TNMVMVFGEITTK K A 95.0% 58.4 42.1 7.29 0 1 0 0 2 1,470.7332 48 60 true gi|147791974,gi|223635289
5421 PREDICTED: actin-related protein 3 [Vitis vinifera] gi|225424568 47,641.8 100.0% 3 3 3 3 0.531% 11.0% FWQQCIFNYLR R C 95.0% 50.9 42.2 11.1 0 1 0 0 2 1,574.7573 105 115 true
5421 PREDICTED: actin-related protein 3 [Vitis vinifera] gi|225424568 47,641.8 100.0% 3 3 3 3 0.531% 11.0% NIVLSGGSTMFK K D 95.0% 52.8 43.5 11.1 0 1 0 0 2 1,253.6559 328 339 true
5421 PREDICTED: actin-related protein 3 [Vitis vinifera] gi|225424568 47,641.8 100.0% 3 3 3 3 0.531% 11.0% NSSTYNLSYPIVHGQVDNWDAMER R F 95.0% 52.2 40.4 10.6 0 0 1 0 2 2,796.2682 81 104 true
5421 PREDICTED: probable transcription factor PosF21 [Vitis vinifera] gi|225433978 gi|225463916 gi|297735830 gi| 46,662.2 78.2% 1 1 1 1 0.177% 2.35% LAELALIDPK K R 95.0% 72.4 40.6 10.6 0 1 0 0 2 1,082.6458 211 220 true
5421 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 3 5 3 3 0.531% 19.8% IEEELGADAVYAGANFR R K 95.0% 87.9 40.8 14.7 0 1 0 0 2 1,824.8763 422 438 true
5421 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 3 5 3 3 0.531% 19.8% VNQIGTVTESIEAVK K M 95.0% 87.2 40.8 10.5 0 1 0 0 2 1,587.8589 353 367 true
5421 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 3 5 3 3 0.531% 19.8% VQIVGDDLLVTNPK K R 95.0% 75.6 41.1 11.1 0 1 0 0 2 1,510.8478 322 335 false gi|225455555
5421 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 3 5 3 3 0.531% 19.8% VSAAVPSGASTGIYEALELR K D 95.0% 50.1 40.8 11.3 0 0 1 0 2 1,991.0444 33 52 true
5421 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 3 5 3 3 0.531% 19.8% YGQDATNVGDEGGFAPNIQENK K E 95.0% 46 40.9 9.8 0 0 1 0 2 2,324.0428 205 226 false gi|225455555
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% ALISIPTTIADNAGLDSAELIAQLR R A 95.0% 47.2 40.5 13.3 0 0 1 0 2 2,566.4090 437 461 true
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% GSTNLESIQIIK K K 95.0% 54.6 41 5.48 0 1 0 0 2 1,302.7265 187 198 true
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% LALVTGGEIASTFDNPESVK R L 95.0% 86 40.9 11.3 0 1 1 0 2 2,048.0548 318 337 true
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% LIEEIMIGEDK K L 95.0% 82.8 40.9 13.6 0 2 0 0 2 1,305.6610 343 353 true
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% MASFIGAMAIADLVK R T 95.0% 79.7 44.7 8.27 0 1 0 0 2 1,553.8068 21 35 true
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% QAVLLSATEAAEMILR K V 95.0% 67.1 45.4 8.56 0 1 0 0 2 1,715.9361 496 511 true
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% SLHDALCVLSQTVIDSR R V 95.0% 41.3 40.8 10.2 0 0 1 0 2 1,913.9751 384 400 true
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% SVTVTNDGATILK R S 95.0% 77.1 40.9 11.3 0 2 0 0 2 1,318.7214 55 67 true
5523 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 10 12 0.955% 27.1% VLLGGGWPEMVMAK R E 95.0% 60.2 41.2 11.3 0 1 0 0 2 1,487.7751 401 414 true
5523 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 1 1 1 1 0.0796% 2.68% LVGVSEETTTGVK R R 95.0% 68.3 40.9 12 0 1 0 0 2 1,319.7054 199 211 true gi|225456806
5523 PREDICTED: galactokinase [Vitis vinifera] gi|225432012 54,225.7 76.0% 1 1 1 1 0.0796% 2.61% SGFAELIDFNPVR K A 95.0% 57.5 42.2 9.56 0 1 0 0 2 1,464.7482 222 234 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% AIGVELVGFDEAISTADFISLHMPLTP R M 95.0% 78 39.9 11.8 0 0 2 0 2 3,246.6607 232 262 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% ALDAGIVAQAALDVFTEEPPPK R D 95.0% 89.6 40.8 44.9 0 0 4 0 2 2,252.1812 295 316 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% ALDAGIVAQAALDVFTEEPPPKDSK R L 95.0% 59.7 40.7 12.4 0 0 1 0 2 2,582.3352 295 319 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% FASAISESGEITVEGR K V 95.0% 81.6 41 13.6 0 7 0 0 2 1,652.8126 484 499 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% GGVIDEEALVR R A 95.0% 82 40.5 13.1 0 1 0 0 2 1,157.6162 284 294 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% GLGMHVIAHDPYAAADR K A 95.0% 61.1 40.9 11.1 0 0 1 0 2 1,793.8753 213 229 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% GLIEPISSVFVNLVNADFSAK K Q 95.0% 58.8 40.6 15.3 0 0 1 0 2 2,220.1911 429 449 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% IGEIPAVEEFVFLK K - 95.0% 82.1 40.9 14.2 0 0 1 0 2 1,590.8779 581 594 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% IGEIPAVEEFVFLKL K - 95.0% 67.9 40.9 16 0 1 1 0 2 1,703.9620 581 595 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% ISLCDALIVR K S 95.0% 94.2 40.7 15.2 0 3 0 0 2 1,159.6505 91 100 true gi|225443272,gi|147823108
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% KHAVMAIGVDEQPSK R V 95.0% 56.9 41 13.7 0 0 1 0 2 1,609.8368 561 575 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% KIGEIPAVEEFVFLK K - 95.0% 54.5 40.9 13.6 0 1 1 0 2 1,718.9729 580 594 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% LAVQLVSGGSGVK R S 95.0% 96.6 40.4 14.7 0 2 1 0 2 1,214.7104 390 402 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% LGAAGLDLLK K D 95.0% 59.2 40 12.2 0 1 0 0 2 970.5934 62 71 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% MLNDETFAK K M 95.0% 58.7 40.2 8.92 0 1 0 0 2 1,068.5031 263 271 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% SILDGSPESPLEFIQVQIANVESK R F 95.0% 65.1 40.6 12.7 0 0 1 0 2 2,600.3456 460 483 true
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% TLAVMGFGK K V 95.0% 51 39.7 8.97 0 2 0 0 2 939.4970 194 202 true gi|225443272,gi|147823108
5523 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 18 18 22 40 3.18% 41.3% VGSILGEENVNVSFMSVGR K V 95.0% 44.9 40.8 44.9 0 1 5 0 2 1,994.0011 538 556 true
5523 PREDICTED: chaperonin 60 subunit alpha 2, chloroplastic-like [Vitis vinifera] gi|225423680,gi|297737979 64,100.0 100.0% 2 2 2 2 0.159% 3.82% LADAVSLTLGPK K G 95.0% 47.2 40.7 9.87 0 1 0 0 2 1,184.6887 84 95 true
5523 PREDICTED: chaperonin 60 subunit alpha 2, chloroplastic-like [Vitis vinifera] gi|225423680,gi|297737979 64,100.0 100.0% 2 2 2 2 0.159% 3.82% NVILSEAGTLK R V 95.0% 55.7 40.6 8.82 0 1 0 0 2 1,144.6573 98 108 true
5523 PREDICTED: pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta-like  gi|359494836 61,491.2 100.0% 2 2 2 2 0.159% 4.25% FAAVYSEVQTSR R L 95.0% 72 40.8 8.95 0 1 0 0 2 1,357.6745 21 32 true
5523 PREDICTED: pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta-like  gi|359494836 61,491.2 100.0% 2 2 2 2 0.159% 4.25% NVTDYIVDVVCK K R 95.0% 61.1 41.4 7.36 0 1 0 0 2 1,424.7091 305 316 true
5523 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 4 4 4 4 0.318% 11.1% ILHHTIGLPDFTQELR R S 95.0% 59.9 40.9 10.2 0 0 1 0 2 1,890.0235 123 138 true
5523 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 4 4 4 4 0.318% 11.1% VIACIGDGSFQVTAQDVSTMIR R C 95.0% 47.4 40.8 9.98 0 0 1 0 2 2,368.1638 448 469 true
5523 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 4 4 4 4 0.318% 11.1% VNVLFK R H 95.0% 52.4 41.8 3.1 0 1 0 0 2 719.4450 381 386 true
5523 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 4 4 4 4 0.318% 11.1% VSNQIGLEAAVEATADFLNR K A 95.0% 56.2 40.6 7.15 0 0 1 0 2 2,118.0826 203 222 true
5523 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 2 2 2 2 0.159% 6.52% IEEELGSAAVYAGAK R F 95.0% 64.9 44.3 7.09 0 1 0 0 2 1,507.7639 423 437 true
5523 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 2 2 2 2 0.159% 6.52% VQIVGDDLLVTNPK K R 95.0% 74.3 40.9 12.9 0 1 0 0 2 1,510.8478 323 336 true gi|225441000
5523 PREDICTED: T-complex protein 1 subunit epsilon [Vitis vinifera] gi|225446827 59,011.2 100.0% 5 5 5 5 0.398% 12.5% AFGDALDSIPMALAENSGLQPIETLS R S 95.0% 51.4 40.3 12.1 0 0 1 0 2 2,958.5132 446 474 true
5523 PREDICTED: T-complex protein 1 subunit epsilon [Vitis vinifera] gi|225446827 59,011.2 100.0% 5 5 5 5 0.398% 12.5% DVNLDLIK R V 95.0% 52.3 40.6 9.17 0 1 0 0 2 929.5304 199 206 true
5523 PREDICTED: T-complex protein 1 subunit epsilon [Vitis vinifera] gi|225446827 59,011.2 100.0% 5 5 5 5 0.398% 12.5% QQQILLATQVVK K M 95.0% 78.3 40.7 7.94 0 1 0 0 2 1,368.8211 510 521 true
5523 PREDICTED: T-complex protein 1 subunit epsilon [Vitis vinifera] gi|225446827 59,011.2 100.0% 5 5 5 5 0.398% 12.5% SIHDALCVAR R N 95.0% 55.7 42.5 10.9 0 1 0 0 2 1,141.5783 397 406 true
5523 PREDICTED: T-complex protein 1 subunit epsilon [Vitis vinifera] gi|225446827 59,011.2 100.0% 5 5 5 5 0.398% 12.5% YFDDMVQK K C 95.0% 59.5 40.7 12.1 0 1 0 0 2 1,045.4660 280 287 true
5523 PREDICTED: T-complex protein 1 subunit theta [Vitis vinifera] gi|225441629 58,872.9 100.0% 4 4 4 4 0.318% 10.1% GTVLIHSAEQLENYAK K T 95.0% 60.4 42.1 10.6 0 0 1 0 2 1,772.9178 257 272 true
5523 PREDICTED: T-complex protein 1 subunit theta [Vitis vinifera] gi|225441629 58,872.9 100.0% 4 4 4 4 0.318% 10.1% NPVNFNVDNVR K V 95.0% 52.8 43.9 9.17 0 1 0 0 2 1,287.6439 195 205 true
5523 PREDICTED: T-complex protein 1 subunit theta [Vitis vinifera] gi|225441629 58,872.9 100.0% 4 4 4 4 0.318% 10.1% VAVFASGVDTSATETK K G 95.0% 93.5 42.5 9.08 0 1 0 0 2 1,582.7959 241 256 true
5523 PREDICTED: T-complex protein 1 subunit theta [Vitis vinifera] gi|225441629 58,872.9 100.0% 4 4 4 4 0.318% 10.1% VGIDLDQGVVCK K D 95.0% 67.2 41.7 12.4 0 1 0 0 2 1,302.6725 480 491 true
5523 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 99.8% 2 2 2 2 0.159% 16.6% EIVEAIDEENK K S 95.0% 76.2 40.9 11.1 0 1 0 0 2 1,288.6268 71 81 true
5523 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 99.8% 2 2 2 2 0.159% 16.6% GDATYVHWTLEYEK K L 95.0% 42.5 42.6 10.1 0 1 0 0 2 1,711.7963 109 122 true
5523 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.477% 15.9% EQLAIAEFAESLLIIPK R V 95.0% 53.5 40.8 10.4 0 1 0 0 2 1,885.0683 437 453 true
5523 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.477% 15.9% GANDYMLDEMDR R A 95.0% 64.1 41 9.2 0 1 0 0 2 1,429.5724 382 393 true
5523 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.477% 15.9% LIAGDSDFFASLVVDAVQAVK K T 95.0% 45.9 40.7 13.7 0 0 1 0 2 2,165.1490 163 183 true
5523 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.477% 15.9% SQNVVACQAVANIVK R S 95.0% 97 40.9 13 0 1 0 0 2 1,600.8475 22 36 true
5523 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.477% 15.9% VLVELAELQDR K E 95.0% 79.1 40.8 13.5 0 1 0 0 2 1,284.7159 77 87 true
5523 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.477% 15.9% YFVEAGAIAVR K R 95.0% 78.5 44.2 11.5 0 1 0 0 2 1,195.6469 302 312 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% AEGEVILEDVHPK K A 95.0% 66.2 40.8 13.6 0 1 0 0 2 1,435.7429 262 274 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% ANQFLESLK K A 95.0% 53.1 40.9 8.66 0 1 0 0 2 1,049.5626 253 261 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% DPNRPFPTGQGGDAAGVGLLK K W 95.0% 79.8 40.8 44.9 0 0 2 0 2 2,067.0622 363 383 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% ELFSNENILGLK K D 95.0% 65.6 40.9 9.87 0 1 0 0 2 1,376.7421 351 362 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% IEALLAAFPK R L 95.0% 53.5 40.9 7.18 0 1 0 0 2 1,072.6402 29 38 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% LVPEYSVSLDEEGVCK K T 95.0% 100 40.9 12.6 0 1 0 0 2 1,823.8733 89 104 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% NSILEWSILLIDNSNR R S 95.0% 72.9 40.9 11.7 0 1 1 0 2 1,886.9971 454 469 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% QSNILEDLETLR K L 95.0% 62.5 41.1 8.61 0 1 0 0 2 1,430.7487 73 84 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% SAAPPLTDPITLSAEER R L 95.0% 60.4 41.1 9.67 0 1 0 0 2 1,767.9125 280 296 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% SGSMEFVVPPADSSVFFPISVR R F 95.0% 35.2 40.8 9.28 0 0 1 0 2 2,355.1689 470 491 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% TTLITENYQVV R - 95.0% 60.4 40.8 12.2 0 1 0 0 2 1,280.6733 521 531 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% VVLAASIVSK M S 95.0% 76.7 40.5 13.5 0 1 0 0 1 986.6244 2 11 true
5523 hypothetical protein VITISV_008875 [Vitis vinifera] gi|147770771 58,265.4 100.0% 13 13 15 16 1.27% 35.0% YVYQPIEALYLLLVTNK R Q 95.0% 43.1 41 14.2 0 1 1 0 2 2,040.1417 56 72 true
5523 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 76.0% 1 1 1 1 0.0796% 3.57% SALELDLLEIIAK K A 95.0% 64 45.1 10.5 0 1 0 0 2 1,427.8358 37 49 true
5523 PREDICTED: DEAD-box ATP-dependent RNA helicase 38-like [Vitis vinifera] gi|359482283 52,693.2 100.0% 3 3 4 4 0.318% 7.82% ALVDFGYEVTTIQGALR K Q 95.0% 95.9 40.8 12.3 0 1 1 0 2 1,852.9805 338 354 true
5523 PREDICTED: DEAD-box ATP-dependent RNA helicase 38-like [Vitis vinifera] gi|359482283 52,693.2 100.0% 3 3 4 4 0.318% 7.82% ELAIQNLEVLR R K 95.0% 60.3 40.7 9.41 0 1 0 0 2 1,297.7475 151 161 true
5523 PREDICTED: DEAD-box ATP-dependent RNA helicase 38-like [Vitis vinifera] gi|359482283 52,693.2 100.0% 3 3 4 4 0.318% 7.82% LGQTIIFVR K T 95.0% 73.3 40.8 9.74 0 1 0 0 2 1,046.6358 319 327 true
5523 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 5 5 5 6 0.477% 11.3% DLFHLLPDAFK R G 95.0% 58.3 41 13.4 0 1 0 0 2 1,315.7047 40 50 true
5523 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 5 5 5 6 0.477% 11.3% GVSFMVDNCSTTAR R L 95.0% 84.9 40.9 14.3 0 2 0 0 2 1,544.6832 436 449 true
5523 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 5 5 5 6 0.477% 11.3% NISVIAVCPK K G 95.0% 65.7 40.5 11.8 0 1 0 0 2 1,100.6133 170 179 true
5523 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 5 5 5 6 0.477% 11.3% NTVECITGIISK K T 95.0% 83 40.8 13 0 1 0 0 2 1,334.6986 278 289 true
5523 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 5 5 5 6 0.477% 11.3% VSLAGHDEYIVR K G 95.0% 47.7 40.9 10.2 0 1 0 0 2 1,358.7063 25 36 true
5523 PREDICTED: betaine aldehyde dehydrogenase 2, mitochondrial [Vitis vinifera] gi|225457152 54,603.9 100.0% 6 6 7 7 0.557% 21.7% EPVGVVGLITPWNYPLLMATWK K V 95.0% 33.1 40.7 10.3 0 0 1 0 2 2,484.3362 150 171 true
5523 PREDICTED: betaine aldehyde dehydrogenase 2, mitochondrial [Vitis vinifera] gi|225457152 54,603.9 100.0% 6 6 7 7 0.557% 21.7% GLDNYLSVK R Q 95.0% 57.5 40.8 9.71 0 1 0 0 2 1,008.5361 475 483 true
5523 PREDICTED: betaine aldehyde dehydrogenase 2, mitochondrial [Vitis vinifera] gi|225457152 54,603.9 100.0% 6 6 7 7 0.557% 21.7% IMTAAAQLVKPVSLELGGK K S 95.0% 54.2 40.7 7.08 0 0 1 0 2 1,926.1095 246 264 true
5523 PREDICTED: betaine aldehyde dehydrogenase 2, mitochondrial [Vitis vinifera] gi|225457152 54,603.9 100.0% 6 6 7 7 0.557% 21.7% LLVHESIAAEFLDK R L 95.0% 31.6 41 10.1 0 1 1 0 2 1,584.8633 300 313 true
5523 PREDICTED: betaine aldehyde dehydrogenase 2, mitochondrial [Vitis vinifera] gi|225457152 54,603.9 100.0% 6 6 7 7 0.557% 21.7% RIPVINPATEQTIGLIPAATGEDVELA R R 95.0% 57.7 39.7 8.93 0 0 1 0 2 3,300.7802 24 55 true
5523 PREDICTED: betaine aldehyde dehydrogenase 2, mitochondrial [Vitis vinifera] gi|225457152 54,603.9 100.0% 6 6 7 7 0.557% 21.7% SPILVFEDVDLDK K A 95.0% 90.8 41.1 16 0 1 0 0 2 1,489.7787 265 277 true
5523 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 76.0% 1 1 1 1 0.0796% 4.35% TIGFVSDDVGLDADNCK R V 95.0% 108 40.6 11.5 0 1 0 0 2 1,825.8276 75 91 true
5523 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 2 2 2 2 0.159% 3.40% IDQLQLLLK R G 95.0% 66.8 43.9 11.9 0 1 0 0 2 1,083.6775 143 151 true
5523 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 2 2 2 2 0.159% 3.40% LVDFALDSGK K I 95.0% 63.4 41.7 11.5 0 1 0 0 2 1,064.5624 100 109 true
5523 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 2 3 4 4 0.318% 10.4% IEEELGADAVYAGANFR R K 95.0% 59.9 41.9 12.2 0 1 1 0 2 1,824.8763 422 438 true
5523 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 2 3 4 4 0.318% 10.4% VNQIGTVTESIEAVK K M 95.0% 73.7 40.8 11.1 0 1 1 0 2 1,587.8589 353 367 true
5523 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 2 3 4 4 0.318% 10.4% VQIVGDDLLVTNPK K R 95.0% 74.3 40.9 12.9 0 1 0 0 2 1,510.8478 322 335 false gi|225455555
5523 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 6 6 7 8 0.636% 17.3% AIDLETQQCGVIK R T 95.0% 79.9 40.9 10.3 0 1 0 0 2 1,474.7573 121 133 true
5523 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 6 6 7 8 0.636% 17.3% ENNSAQDFSIEINAIR K E 95.0% 53.5 40.8 8.59 0 1 1 0 2 1,820.8773 380 395 true
5523 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 6 6 7 8 0.636% 17.3% IFQSPAAAAAAASVTAAYALAK K S 95.0% 76.3 40.9 10.3 0 0 2 0 2 2,064.1123 340 361 true
5523 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 6 6 7 8 0.636% 17.3% LEAQIAELQK K M 95.0% 70.8 40.5 11 0 1 0 0 2 1,142.6417 450 459 true
5523 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 6 6 7 8 0.636% 17.3% MLETLQSIEDEVQLLR K R 95.0% 43.5 41.1 9.55 0 0 1 0 2 1,917.0000 460 475 true
5523 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 6 6 7 8 0.636% 17.3% YLSDVQVFDLR R S 95.0% 85.5 40.7 13.2 0 1 0 0 2 1,354.7002 51 61 true
5523 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 6 6 6 6 0.477% 13.2% FDMGGSAAVLGAAK K A 95.0% 58.1 42.4 9.55 0 1 0 0 2 1,310.6411 376 389 true
5523 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 6 6 6 6 0.477% 13.2% GDILAVGVTEK K D 95.0% 47.8 45.3 9.25 0 1 0 0 2 1,101.6152 92 102 true
5523 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 6 6 6 6 0.477% 13.2% GLTFDSGGYNIK K T 95.0% 56.5 40.8 8.13 0 1 0 0 2 1,271.6268 353 364 true
5523 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 6 6 6 6 0.477% 13.2% IASAYSDVLSAK K I 95.0% 53.7 42.5 4.2 0 1 0 0 2 1,224.6470 292 303 true
5523 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 6 6 6 6 0.477% 13.2% SVDIIGLGTGPDVQK K K 95.0% 61.7 41 8.65 0 1 0 0 2 1,498.8115 240 254 true
5523 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 6 6 6 6 0.477% 13.2% YAEDVCSGVIFGK K E 95.0% 68.2 41.7 12.5 0 1 0 0 2 1,444.6778 258 270 true
6014 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 6 6 8 59 5.20% 43.0% EIVEAIDEENK K S 95.0% 73 40.9 12.5 0 12 0 0 2 1,288.6268 71 81 true
6014 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 6 6 8 59 5.20% 43.0% EIVEAIDEENKSVTFK K V 95.0% 65 41.3 9.4 0 1 0 0 2 1,850.9383 71 86 true
6014 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 6 6 8 59 5.20% 43.0% GDATYVHWTLEYEK K L 95.0% 74 40.7 14.4 0 4 3 0 2 1,711.7963 109 122 true
6014 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 6 6 8 59 5.20% 43.0% IIVQAIPK R G 95.0% 57.6 40.2 10.4 0 5 0 0 2 881.5820 101 108 true
6014 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 6 6 8 59 5.20% 43.0% ILGFVVHVSEDIDDHLVQA K - 95.0% 80.7 40.9 16.1 0 26 2 0 2 2,106.0868 133 151 true
6014 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 6 6 8 59 5.20% 43.0% VIEGDLMK K E 95.0% 61.7 41.2 10.6 0 6 0 0 2 904.4810 87 94 true
6014 RecName: Full=Cyanate hydratase; Short=Cyanase; AltName: Full=Cyanate hydrolase; AltNa   gi|317376147 18,500.5 100.0% 3 3 3 3 0.264% 32.9% EIINEEFGDGIMSAIDFYCSVDK K V 95.0% 86.8 40.7 13.2 0 0 1 0 2 2,652.1847 104 126 true
6014 RecName: Full=Cyanate hydratase; Short=Cyanase; AltName: Full=Cyanate hydrolase; AltNa   gi|317376147 18,500.5 100.0% 3 3 3 3 0.264% 32.9% IAEETGLTNVYVAQLLR R R 95.0% 107 40.9 13.2 0 1 0 0 2 1,890.0332 26 42 true
6014 RecName: Full=Cyanate hydratase; Short=Cyanase; AltName: Full=Cyanate hydrolase; AltNa   gi|317376147 18,500.5 100.0% 3 3 3 3 0.264% 32.9% SYDPHLIQEPTVYR R L 95.0% 52.2 40.8 11 0 0 1 0 2 1,717.8545 77 90 true
6014 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|163914213,gi|225431844,gi|334089964 17,110.4 100.0% 2 2 2 2 0.176% 15.8% AAVLDADNLIPK K V 95.0% 55 40.6 7.46 0 1 0 0 2 1,239.6945 22 33 true
6014 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|163914213,gi|225431844,gi|334089964 17,110.4 100.0% 2 2 2 2 0.176% 15.8% AIEAYVLAHPDAY K - 95.0% 48.6 40.9 11.3 0 1 0 0 2 1,432.7107 146 158 true gi|225431852
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% ALDWGPGGGPDLIVDDGGDATLLIH R A 95.0% 64 40.3 12.6 0 0 6 0 2 2,887.4480 124 152 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% ATDVMIAGK R V 95.0% 72.3 41.2 11 0 4 0 0 2 905.4762 255 263 true gi|225456806,gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% DIIMVDHMR K K 95.0% 50.3 40.5 11.2 0 3 0 0 2 1,129.5494 329 337 true gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% DMSQADFGR K L 95.0% 51.1 39.8 10.7 2 2 0 0 2 1,026.4310 18 26 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% DQADYISVPIEGPYKPPHYR K - 95.0% 42.1 40.9 12.2 0 0 2 0 2 2,345.1563 465 484 true gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% DSAAVFAWK R G 95.0% 77.7 40.3 10.9 0 2 0 0 2 994.4992 102 110 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% FDNLYGCR K H 95.0% 57.8 40.7 5.34 0 1 0 0 2 1,044.4568 238 245 true gi|225456806,gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% GETLQEYWWCTER K A 95.0% 78.7 40.8 14.7 0 1 2 0 2 1,757.7589 111 123 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% ITGSLHMTIQTAVLIETLTALGAEVR K W 95.0% 41.2 40.6 9.25 0 0 1 0 2 2,754.5074 57 82 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% ITIKPQTDR R W 95.0% 40.2 40.5 9.25 0 1 0 0 2 1,071.6159 369 377 true gi|225456806,gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% LEIELAEVEMPGLMSCR R T 95.0% 71.1 40.8 14.8 0 4 3 0 2 1,976.9492 27 43 true
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% LPDPSSTDNAEFQIVLTIIR K D 95.0% 133 40.7 44.9 0 2 8 0 2 2,229.1764 163 182 true
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% LPDPSSTDNAEFQIVLTIIRDGLK K T 95.0% 36.2 40.8 12.2 0 0 1 0 2 2,642.4040 163 186 true
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% LVGVSEETTTGVK R R 95.0% 75.2 40.9 14.4 0 19 1 0 2 1,319.7054 199 211 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% RITIKPQTDR K W 95.0% 60.5 40.5 9.08 0 0 1 0 2 1,227.7170 368 377 true gi|225456806,gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% RLYQMQANGTLLFPAINVNDSVTK K S 95.0% 48.1 40.7 12.1 0 0 1 0 2 2,693.4081 212 235 true gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% SGKLPDPSSTDNAEFQIVLTIIR K D 95.0% 59.4 40.8 13.4 0 0 1 0 2 2,501.3249 160 182 true
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% SKFDNLYGCR K H 95.0% 66.1 40.9 11.7 0 2 0 0 2 1,259.5838 236 245 true gi|225456806,gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% TEFGPQQPFK R G 95.0% 50.2 40.9 9.26 0 2 0 0 2 1,178.5842 44 53 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% VAALHLGK K L 95.0% 53.5 40.3 10.7 0 1 0 0 2 808.5040 447 454 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% VAVVCGYGDVGK K G 95.0% 96.1 40.6 16.1 0 12 0 0 2 1,223.6090 264 275 true gi|225456806,gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% VKDMSQADFGR K L 95.0% 63.4 40.7 11.7 0 2 2 0 2 1,253.5944 16 26 true gi|225456806
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% WCSCNIFSTQDHAAAAIAR R D 95.0% 98.6 40.6 10.2 0 0 6 0 2 2,178.9808 83 101 true gi|225456806,gi|298205241
7513 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 24 24 31 99 7.60% 60.4% WVFPDTNSGIIVLAEGR R L 95.0% 95.5 40.9 15.1 0 2 2 0 2 1,873.9808 378 394 true
7513 PREDICTED: isocitrate dehydrogenase [NADP] [Vitis vinifera] gi|225466253 46,267.5 100.0% 3 3 3 3 0.230% 8.25% LEAACVGTVESGK K M 95.0% 78.2 42.1 12.2 0 1 0 0 2 1,320.6465 361 373 true
7513 PREDICTED: isocitrate dehydrogenase [NADP] [Vitis vinifera] gi|225466253 46,267.5 100.0% 3 3 3 3 0.230% 8.25% LIFPFLELDIK K Y 95.0% 43.9 40.9 11.8 0 1 0 0 2 1,347.7925 32 42 true
7513 PREDICTED: isocitrate dehydrogenase [NADP] [Vitis vinifera] gi|225466253 46,267.5 100.0% 3 3 3 3 0.230% 8.25% SEGGYVWACK K N 95.0% 56.8 42 10.4 0 1 0 0 2 1,156.5092 263 272 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% AAVPSGASTGIYEALELR R D 95.0% 45 40.8 13.2 0 1 1 0 2 1,804.9440 35 52 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% ACNALLLK K V 95.0% 56 41 8.58 0 1 0 0 2 902.5129 346 353 true gi|225441000
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% AVENVNAIIAPALIGK K D 95.0% 66.2 41.1 12.4 0 1 0 0 2 1,592.9371 66 81 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% AVENVNAIIAPALIGKDPTEQVK K I 95.0% 56.4 40.6 9.73 0 0 1 0 2 2,390.3292 66 88 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% DGGSDFLGK R G 95.0% 59.1 40.1 6.13 0 1 0 0 2 895.4158 53 61 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% GNPTVEVDVTLSDGTFAR R A 95.0% 109 40.8 14.4 0 2 1 0 2 1,877.9241 17 34 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% IDNFMVQQLDGTVNEWGWCK K Q 95.0% 53.3 40.6 8.43 0 0 1 0 2 2,456.1012 89 108 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% IEEELGSAAVYAGAK R F 95.0% 108 41.1 13.6 0 1 0 0 2 1,507.7639 423 437 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% LAMQEFMILPLGASSFK K E 95.0% 49.8 40.8 16.3 0 3 1 0 2 1,882.9807 168 184 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% LGANAILAVSLAVCK K A 95.0% 85.5 40.8 13.4 0 2 1 0 2 1,499.8615 111 125 true gi|225441000
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% SGETEDTFIADLSVGLATGQIK R T 95.0% 75.6 40.8 12.7 0 0 1 0 2 2,252.1296 383 404 true gi|225441000
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% VNQIGSVTESIEAVK K M 95.0% 92.8 40.7 12 0 1 1 0 2 1,573.8432 354 368 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% VQIVGDDLLVTNPK K R 95.0% 108 40.9 15.4 0 2 1 0 2 1,510.8478 323 336 true gi|225441000
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% VVIGMDVAASEFYDNK K D 95.0% 89.9 40.8 12.1 0 1 0 0 2 1,773.8365 245 260 true
7513 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 15 15 21 26 2.00% 52.1% YGQDATNVGDEGGFAPNIQENK K E 95.0% 89.5 40.9 11.6 0 0 1 0 2 2,324.0428 205 226 true gi|225441000
7513 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vitis vinifera] gi|225431563,gi|359476943 51,233.5 100.0% 4 4 4 4 0.307% 13.5% ATSDLLLVQSDLYTLSDGFVVR K N 95.0% 55.5 40.7 11.6 0 0 1 0 2 2,412.2659 357 378 true
7513 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vitis vinifera] gi|225431563,gi|359476943 51,233.5 100.0% 4 4 4 4 0.307% 13.5% SAVAGLDQISENEK R S 95.0% 86.6 40.8 11.5 0 1 0 0 2 1,460.7228 9 22 true
7513 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vitis vinifera] gi|225431563,gi|359476943 51,233.5 100.0% 4 4 4 4 0.307% 13.5% VAGDVWFGSGVILK K G 95.0% 50.4 45 9.85 0 1 0 0 2 1,447.7945 420 433 true
7513 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vitis vinifera] gi|225431563,gi|359476943 51,233.5 100.0% 4 4 4 4 0.307% 13.5% VLQLETAAGAAIR K F 95.0% 98.7 40.6 13.3 0 1 0 0 2 1,312.7584 325 337 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% EAIGEVNYGAAFIEFSAEEAK K R 95.0% 56.3 40.8 12.2 0 0 1 0 2 2,245.0659 148 168 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% HSLGMTFYEPTVIGDIK R N 95.0% 60.9 40.9 13.3 0 0 2 0 2 1,907.9574 405 421 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% ILVQEGIYEK R F 95.0% 69.2 40.9 13.9 0 1 0 0 2 1,191.6621 339 348 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% IYGDIIPSPLADR R R 95.0% 75.1 41 10.1 0 1 0 0 2 1,429.7688 170 182 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% KITFTGSTAVGK R K 95.0% 56.5 40.4 7.71 0 1 0 0 2 1,209.6839 272 283 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% LMAGAAQTVK K K 95.0% 55.5 41.1 8.87 0 2 0 0 2 989.5449 285 294 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% LNSSGLLR R S 95.0% 58.2 41.6 -0.0348 0 1 0 0 2 859.4996 47 54 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% NEVFGPVAPLLR R F 95.0% 48.5 40.8 10.6 0 1 0 0 2 1,311.7420 429 440 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% QPVGVVGAITPWNFPLAMITR K K 95.0% 45.9 40.8 44.9 0 1 2 0 2 2,283.2321 189 209 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% VTEALEYGLVGVNEGLVSTEVAPFGG R E 95.0% 20.1 40.3 10.5 0 0 1 0 2 2,834.4824 473 500 true
7513 PREDICTED: succinate-semialdehyde dehydrogenase, mitochondrial-like [Vitis vinifera] gi|225462297,gi|297736107 56,573.9 100.0% 11 11 12 16 1.23% 30.6% YGMDEFLEMK K Y 95.0% 75.7 41 12.2 0 2 0 0 2 1,262.5433 511 520 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% AADLTYWESAAR K M 95.0% 86 40.7 15 0 1 0 0 2 1,353.6433 100 111 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% AHLSIYDPQVSGEQIQR K D 95.0% 58.9 41 9.36 0 0 1 0 2 1,940.9826 358 374 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% CPDIEVAVVDISVGR K I 95.0% 106 40.7 15 0 1 1 0 2 1,628.8314 24 38 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% DAHGICILTEWDEFK K S 95.0% 38.6 40.7 11.1 0 0 1 0 2 1,833.8479 412 426 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% DVYAHWVPVER R I 95.0% 51.3 40.7 9.94 0 1 0 0 2 1,370.6851 193 203 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% FLNASVGFGGSCFQK K D 95.0% 111 40.9 12.7 0 1 0 0 2 1,618.7683 261 275 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% HVSEADIVFVSVNTPTK K T 95.0% 60.6 40.7 13.9 0 0 1 0 2 1,842.9596 75 91 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% IAILGFAFK K K 95.0% 54.7 40.6 12 0 1 0 0 2 979.5976 327 335 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% ICCIGAGYVGGPTMAVIALK K C 95.0% 73.4 41.3 12.8 0 1 0 0 2 2,051.0490 4 23 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% LAANAFLAQR K I 95.0% 97.2 40.8 12.6 0 1 0 0 2 1,074.6054 217 226 true
7513 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 52,726.0 100.0% 11 11 12 13 0.998% 31.9% VVSSMFNTVSGK R K 95.0% 58.7 40.5 8.93 0 2 0 0 2 1,255.6350 314 325 true
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% ALDWGPGGGPDLIVDDGGDATLLIH R A 95.0% 64 40.3 12.6 0 0 6 0 2 2,887.4480 124 152 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% ATDVMIAGK R V 95.0% 72.3 41.2 11 0 4 0 0 2 905.4762 255 263 false gi|298205241,gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% DMSQADFGR K L 95.0% 51.1 39.8 10.7 2 2 0 0 2 1,026.4310 18 26 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% DSAAVFAWK R G 95.0% 77.7 40.3 10.9 0 2 0 0 2 994.4992 102 110 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% FDNLYGCR K H 95.0% 57.8 40.7 5.34 0 1 0 0 2 1,044.4568 238 245 false gi|298205241,gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% GETLQEYWWCTER K A 95.0% 78.7 40.8 14.7 0 1 2 0 2 1,757.7589 111 123 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% ITGSLHMTIQTAVLIETLTALGAEVR R W 95.0% 41.2 40.6 9.25 0 0 1 0 2 2,754.5074 57 82 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% ITIKPQTDR R W 95.0% 40.2 40.5 9.25 0 1 0 0 2 1,071.6159 369 377 false gi|298205241,gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% LEIELAEVEMPGLMACR R T 95.0% 57 40.8 44.9 0 0 1 0 2 1,992.9441 27 43 true
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% LVGVSEETTTGVK R R 95.0% 75.2 40.9 14.4 0 19 1 0 2 1,319.7054 199 211 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% RITIKPQTDR K W 95.0% 60.5 40.5 9.08 0 0 1 0 2 1,227.7170 368 377 false gi|298205241,gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% SKFDNLYGCR K H 95.0% 66.1 40.9 11.7 0 2 0 0 2 1,259.5838 236 245 false gi|298205241,gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% TEFGPQQPFK R G 95.0% 50.2 40.9 9.26 0 2 0 0 2 1,178.5842 44 53 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% VAALHLGK K L 95.0% 53.5 40.3 10.7 0 1 0 0 2 808.5040 447 454 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% VAVVCGYGDVGK K G 95.0% 96.1 40.6 16.1 0 12 0 0 2 1,223.6090 264 275 false gi|298205241,gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% VKDMSQADFGR K L 95.0% 63.4 40.7 11.7 0 2 2 0 2 1,253.5944 16 26 false gi|225433506
7513 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 84.5% 1 17 1 1 0.0768% 40.4% WCSCNIFSTQDHAAAAIAR R D 95.0% 98.6 40.6 10.2 0 0 6 0 2 2,178.9808 83 101 false gi|298205241,gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% ATDVMIAGK R V 95.0% 72.3 41.2 11 0 4 0 0 2 905.4762 107 115 false gi|225456806,gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% DIIMVDHMR K K 95.0% 50.3 40.5 11.2 0 3 0 0 2 1,129.5494 156 164 false gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% DQADYISVPIEGPYKPPHYR K - 95.0% 42.1 40.9 12.2 0 0 2 0 2 2,345.1563 224 243 false gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% FDNLYGCR K H 95.0% 57.8 40.7 5.34 0 1 0 0 2 1,044.4568 90 97 false gi|225456806,gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% ITIKPQTDR R W 95.0% 40.2 40.5 9.25 0 1 0 0 2 1,071.6159 196 204 false gi|225456806,gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% RITIKPQTDR K W 95.0% 60.5 40.5 9.08 0 0 1 0 2 1,227.7170 195 204 false gi|225456806,gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% RLYQMQANGTLLFPAINVNDSVTK K S 95.0% 48.1 40.7 12.1 0 0 1 0 2 2,693.4081 64 87 false gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% SKFDNLYGCR K H 95.0% 66.1 40.9 11.7 0 2 0 0 2 1,259.5838 88 97 false gi|225456806,gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% TIQTAVLIETLTALGAEVR M W 95.0% 74.4 40.9 11.2 0 1 1 0 1 1,999.1436 2 20 true
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% VAVVCGYGDVGK K G 95.0% 96.1 40.6 16.1 0 12 0 0 2 1,223.6090 116 127 false gi|225456806,gi|225433506
7513 unnamed protein product [Vitis vinifera] gi|298205241 26,402.6 99.8% 1 11 2 2 0.154% 54.1% WCSCNIFSTQDHAAAAIAR R D 95.0% 98.6 40.6 10.2 0 0 6 0 2 2,178.9808 21 39 false gi|225456806,gi|225433506
7513 GDP-mannose-3',5'-epimerase [Vitis vinifera] gi|146432257 gi|147794688 gi|225432858 gi| 42,545.7 100.0% 3 3 4 4 0.307% 10.4% ESDAWPAEPQDAYGLEK K L 95.0% 43.4 40.8 9.9 0 1 0 0 2 1,905.8503 161 177 true
7513 GDP-mannose-3',5'-epimerase [Vitis vinifera] gi|146432257 gi|147794688 gi|225432858 gi| 42,545.7 100.0% 3 3 4 4 0.307% 10.4% LATEELCK K H 95.0% 53.1 40.9 4.54 0 1 0 0 2 963.4817 178 185 true
7513 GDP-mannose-3',5'-epimerase [Vitis vinifera] gi|146432257 gi|147794688 gi|225432858 gi| 42,545.7 100.0% 3 3 4 4 0.307% 10.4% VVGTQAPVQLGSLR K A 95.0% 82.6 40.9 44.9 0 1 1 0 2 1,424.8221 357 370 true
7513 PREDICTED: glutamate decarboxylase 1 [Vitis vinifera] gi|225466257 55,212.7 100.0% 5 5 5 6 0.461% 15.2% ALSETASESNASIHSTFASR M Y 95.0% 75.8 40.8 10.8 0 0 1 0 1 2,107.9889 2 21 true
7513 PREDICTED: glutamate decarboxylase 1 [Vitis vinifera] gi|225466257 55,212.7 100.0% 5 5 5 6 0.461% 15.2% GSSQVIAQYYQLIR K L 95.0% 50.3 41 9.27 0 1 0 0 2 1,625.8646 321 334 true
7513 PREDICTED: glutamate decarboxylase 1 [Vitis vinifera] gi|225466257 55,212.7 100.0% 5 5 5 6 0.461% 15.2% LNLASFVTTWMEPECDK R L 95.0% 46.8 40.8 9.16 0 1 0 0 2 2,040.9407 58 74 true
7513 PREDICTED: glutamate decarboxylase 1 [Vitis vinifera] gi|225466257 55,212.7 100.0% 5 5 5 6 0.461% 15.2% LTDGYYVMDPVK K A 95.0% 60.1 40.7 10.2 0 2 0 0 2 1,400.6768 183 194 true
7513 PREDICTED: glutamate decarboxylase 1 [Vitis vinifera] gi|225466257 55,212.7 100.0% 5 5 5 6 0.461% 15.2% VLYELDTLPAK K I 95.0% 53.1 45.8 11.3 0 1 0 0 2 1,261.7040 440 450 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% AGSGVFAEILDGDVFK M Y 95.0% 99.8 41 14.4 0 1 0 0 1 1,666.8325 2 17 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% APIAECLVK K E 95.0% 52.9 40.3 11.9 0 1 0 0 2 1,000.5497 93 101 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% FLVSDSFPGNER K S 95.0% 69.6 40.8 10.4 0 1 0 0 2 1,367.6590 137 148 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% GGFSYSGQR K C 95.0% 52.7 40.9 4.97 0 1 0 0 2 958.4377 289 297 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% IAWEEPFGPVLPVIR R I 95.0% 58 41 13.5 0 1 1 0 2 1,722.9579 387 401 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% IPLGVILAIPPFNYPVNLAVSK K I 95.0% 34.8 40.7 11.7 0 0 2 0 2 2,335.3790 157 178 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% SGDLVSYCAEEGVR R I 95.0% 86.4 40.3 11.1 0 1 0 0 2 1,541.6901 117 130 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% SMVINLPTPTYSMG K - 95.0% 54 40.7 8.39 0 1 0 0 2 1,526.7231 483 496 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% VQACTQEEVNK K V 95.0% 65.6 40.9 10.6 0 1 0 0 2 1,305.6104 47 57 true
7513 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogenase [Vitis vinifera] gi|225430350 53,123.3 100.0% 10 10 11 12 0.922% 27.6% VVLVMESVADALVEK K V 95.0% 46.7 41.1 9.52 0 0 1 0 2 1,601.8819 303 317 true
7513 PREDICTED: serine hydroxymethyltransferase 1 [Vitis vinifera] gi|225433510 51,889.9 100.0% 3 3 3 3 0.230% 9.13% ANAVALGNYLMSK K G 95.0% 59.3 40.8 7.6 0 1 0 0 2 1,367.6988 320 332 true
7513 PREDICTED: serine hydroxymethyltransferase 1 [Vitis vinifera] gi|225433510 51,889.9 100.0% 3 3 3 3 0.230% 9.13% ISATSIYFESLPYK K V 95.0% 70.7 40.9 9.31 0 1 0 0 2 1,618.8363 147 160 true
7513 PREDICTED: serine hydroxymethyltransferase 1 [Vitis vinifera] gi|225433510 51,889.9 100.0% 3 3 3 3 0.230% 9.13% NAVFGDSSALAPGGVR K I 95.0% 88.4 41.2 11.3 0 1 0 0 2 1,517.7707 374 389 true
7513 PREDICTED: tubulin beta-2 chain [Vitis vinifera] gi|225426385,gi|225435955,gi|225440131,gi| 50,228.2 84.5% 1 1 1 1 0.0768% 2.68% VNVYYNEASCGR R F 95.0% 79.4 41.2 11.9 0 1 0 0 2 1,431.6320 47 58 true
1219 PREDICTED: ubiquitin thioesterase OTU1 isoform 2 [Vitis vinifera] gi|225460979,gi|225460981 23,562.7 100.0% 3 3 3 5 0.600% 18.3% AIGPIEELALNLVK R E 95.0% 94.5 40.8 14.7 0 3 0 0 2 1,479.8783 148 161 true
1219 PREDICTED: ubiquitin thioesterase OTU1 isoform 2 [Vitis vinifera] gi|225460979,gi|225460981 23,562.7 100.0% 3 3 3 5 0.600% 18.3% EIAAYDIQTGR R C 95.0% 83.8 42.6 9.81 0 1 0 0 2 1,236.6220 88 98 true
1219 PREDICTED: ubiquitin thioesterase OTU1 isoform 2 [Vitis vinifera] gi|225460979,gi|225460981 23,562.7 100.0% 3 3 3 5 0.600% 18.3% QVIAAIVQSDATK R Y 95.0% 83.8 44.8 11 0 1 0 0 2 1,343.7530 37 49 true
1219 hypothetical protein VITISV_031448 [Vitis vinifera] gi|147799474,gi|225442857 27,155.7 100.0% 4 4 4 4 0.480% 30.6% AADEGLMILQSPK R V 95.0% 64.4 42.2 11.7 0 1 0 0 2 1,388.7093 158 170 true
1219 hypothetical protein VITISV_031448 [Vitis vinifera] gi|147799474,gi|225442857 27,155.7 100.0% 4 4 4 4 0.480% 30.6% EDGEPVGYGDALIAILPSFPGIK R K 95.0% 27.7 41 9.95 0 0 1 0 2 2,358.2232 227 249 true
1219 hypothetical protein VITISV_031448 [Vitis vinifera] gi|147799474,gi|225442857 27,155.7 100.0% 4 4 4 4 0.480% 30.6% EGQVLCYIEQLGGEIPIESDVSGEVIK K I 95.0% 59.2 40.3 12.2 0 0 1 0 2 2,961.4766 197 223 true
1219 hypothetical protein VITISV_031448 [Vitis vinifera] gi|147799474,gi|225442857 27,155.7 100.0% 4 4 4 4 0.480% 30.6% SALLLGQSQTLLDR K A 95.0% 93.3 40.9 15 0 1 0 0 2 1,514.8539 144 157 true
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% DNLTLWTSDITDDAGDDIK R E 95.0% 124 40.8 15.5 0 1 1 0 2 2,107.9671 232 250 true
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% DSTLIMQLLR K D 95.0% 59.2 40.7 8.95 0 3 0 0 2 1,205.6561 222 231 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% EAAESTLLAYK K S 95.0% 70.6 40.6 8.54 0 1 0 0 2 1,195.6205 149 159 true
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% EENVYMAK R L 95.0% 49.8 39.8 1.38 0 1 0 0 2 983.4502 9 16 false gi|225468983,gi|359492889
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% IISSIEQK R E 95.0% 70 41 8.56 0 1 0 0 2 917.5303 68 75 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% KEAAESTLLAYK R S 95.0% 67.6 40.6 11 0 1 0 0 2 1,323.7155 148 159 true
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% QAFDEAISELDTLGEESYK K D 95.0% 123 40.7 12.4 0 1 1 0 2 2,144.9872 203 221 true
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% TVEVEELTVEER K N 95.0% 52.6 40.9 11.1 0 1 1 0 2 1,432.7166 37 48 true
1219 PREDICTED: 14-3-3 protein 4 [Vitis vinifera] gi|225451995 29,523.7 100.0% 5 9 8 8 0.959% 37.4% YEEMVEFMEK R V 95.0% 54.9 40.8 11.8 0 1 0 0 2 1,334.5643 24 33 false gi|359492889
1219 PREDICTED: probable plastid-lipid-associated protein 6, chloroplastic [Vitis vinifera] gi|225433191,gi|38679335 31,509.0 100.0% 4 4 5 5 0.600% 20.1% GLAAIEDDLQK R A 95.0% 72.4 40.5 12.9 0 1 0 0 2 1,172.6160 110 120 true
1219 PREDICTED: probable plastid-lipid-associated protein 6, chloroplastic [Vitis vinifera] gi|225433191,gi|38679335 31,509.0 100.0% 4 4 5 5 0.600% 20.1% IPDALRPPSNTGSGEFEVTYLDADTR R I 95.0% 51 40.2 10.8 0 0 1 0 2 2,821.3642 253 278 true
1219 PREDICTED: probable plastid-lipid-associated protein 6, chloroplastic [Vitis vinifera] gi|225433191,gi|38679335 31,509.0 100.0% 4 4 5 5 0.600% 20.1% LLPITLGQVFQR R I 95.0% 68.5 40.9 13.6 0 1 1 0 2 1,384.8313 173 184 true
1219 PREDICTED: probable plastid-lipid-associated protein 6, chloroplastic [Vitis vinifera] gi|225433191,gi|38679335 31,509.0 100.0% 4 4 5 5 0.600% 20.1% LLSAVSGLNR K G 95.0% 60.1 40.9 9.88 0 1 0 0 2 1,029.6051 100 109 true
1219 hypothetical protein VITISV_018795 [Vitis vinifera] gi|147811306 45,817.2 100.0% 5 5 5 6 0.719% 15.3% DTAGAVPLLK K T 95.0% 59.6 39.6 6.54 0 1 0 0 2 984.5726 318 327 true
1219 hypothetical protein VITISV_018795 [Vitis vinifera] gi|147811306 45,817.2 100.0% 5 5 5 6 0.719% 15.3% SLLDVADNLGR K A 95.0% 85.3 40.5 12.4 0 1 0 0 2 1,172.6271 291 301 true
1219 hypothetical protein VITISV_018795 [Vitis vinifera] gi|147811306 45,817.2 100.0% 5 5 5 6 0.719% 15.3% SYAEMENVMER R A 95.0% 52.2 40.9 10.3 0 1 0 0 2 1,358.5714 262 272 true
1219 hypothetical protein VITISV_018795 [Vitis vinifera] gi|147811306 45,817.2 100.0% 5 5 5 6 0.719% 15.3% TLLEGVEMTEK K Q 95.0% 57 41.1 12.1 0 2 0 0 2 1,249.6346 328 338 true
1219 hypothetical protein VITISV_018795 [Vitis vinifera] gi|147811306 45,817.2 100.0% 5 5 5 6 0.719% 15.3% VIRPAEVGVTQAVDNNETEA R - 95.0% 58.8 40.8 7.51 0 0 1 0 2 2,112.0568 394 413 true
1219 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 55,644.2 100.0% 3 3 3 3 0.360% 12.3% SADIHYGTGAISGFFSEDNVK K V 95.0% 71.8 40.7 7.78 0 0 1 0 2 2,215.0303 147 167 true
1219 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 55,644.2 100.0% 3 3 3 3 0.360% 12.3% TDDDEGGELVFGGVDPDHFK K G 95.0% 60.4 41.4 11.1 0 0 1 0 2 2,148.9361 236 255 true
1219 PREDICTED: aspartic proteinase isoform 2 [Vitis vinifera] gi|302144105,gi|359483345 55,644.2 100.0% 3 3 3 3 0.360% 12.3% TVVAQYGETIMDLLLSEASPQK K I 95.0% 50.2 40.8 9.39 0 0 1 0 2 2,393.2271 327 348 true
1219 PREDICTED: eukaryotic translation initiation factor 3 subunit J [Vitis vinifera] gi|225450960 25,106.1 100.0% 2 2 3 3 0.360% 13.1% AVEAVTEVTLDPVAEK K I 95.0% 95.4 40.6 13.8 0 1 1 0 2 1,670.8848 70 85 true
1219 PREDICTED: eukaryotic translation initiation factor 3 subunit J [Vitis vinifera] gi|225450960 25,106.1 100.0% 2 2 3 3 0.360% 13.1% EIASSVTAIANEK K L 95.0% 67.8 41.6 7.69 0 1 0 0 2 1,332.7005 166 178 true
1219 PREDICTED: elongation factor 1-beta 1 [Vitis vinifera] gi|296083911,gi|359479299 27,656.0 100.0% 4 4 4 5 0.600% 21.3% AITFSDLHTEAGLK M S 95.0% 88.5 40.9 11 0 1 0 0 1 1,544.7957 2 15 true
1219 PREDICTED: elongation factor 1-beta 1 [Vitis vinifera] gi|296083911,gi|359479299 27,656.0 100.0% 4 4 4 5 0.600% 21.3% SIEMPGLLWGASK R L 95.0% 85.3 41 13.7 0 2 0 0 2 1,388.7244 162 174 true
1219 PREDICTED: elongation factor 1-beta 1 [Vitis vinifera] gi|296083911,gi|359479299 27,656.0 100.0% 4 4 4 5 0.600% 21.3% SLDEFLSGK K A 95.0% 51.7 40.2 9.15 0 1 0 0 2 995.5045 16 24 true
1219 PREDICTED: elongation factor 1-beta 1 [Vitis vinifera] gi|296083911,gi|359479299 27,656.0 100.0% 4 4 4 5 0.600% 21.3% VYAAVLEKPGSHFPNASK K W 95.0% 39.1 40.8 10.6 0 0 1 0 2 1,915.0072 39 56 true
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 5 7 6 6 0.719% 37.0% AYQTASTTAESDLSPTHPIR K L 95.0% 97.9 43.1 12.1 0 1 0 0 2 2,146.0412 150 169 true
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 5 7 6 6 0.719% 37.0% DNLTLWTSDIPEDGEDQK R M 95.0% 53.1 40.7 9.95 0 1 0 0 2 2,075.9408 225 242 true
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 5 7 6 6 0.719% 37.0% DSTLIMQLLR K D 95.0% 59.2 40.7 8.95 0 3 0 0 2 1,205.6561 215 224 false gi|225468983,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 5 7 6 6 0.719% 37.0% ILSSIEQK R E 95.0% 70 41 8.56 0 1 0 0 2 917.5303 61 68 false gi|225468983,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 5 7 6 6 0.719% 37.0% LDVDLTVEER K N 95.0% 90.2 40.8 10.5 0 1 0 0 2 1,188.6108 32 41 true
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 5 7 6 6 0.719% 37.0% QAFDEAISELDTLSEESYK K D 95.0% 63.7 40.8 10.8 0 1 1 0 2 2,174.9977 196 214 true
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|225461654 28,847.3 100.0% 5 7 6 6 0.719% 37.0% YDEMVDAMK R K 95.0% 56 40.6 9.3 0 1 0 0 2 1,101.4592 19 27 true
1219 PREDICTED: protein STRUBBELIG-RECEPTOR FAMILY 6-like isoform 2 [Vitis vinifera] gi|147853718,gi|225441953,gi|297742917 72,756.4 99.8% 2 2 2 2 0.240% 3.57% VMFSSLNSPSQLAK R W 95.0% 90.7 40.8 9.31 0 1 0 0 2 1,524.7727 18 31 true
1219 PREDICTED: protein STRUBBELIG-RECEPTOR FAMILY 6-like isoform 2 [Vitis vinifera] gi|147853718,gi|225441953,gi|297742917 72,756.4 99.8% 2 2 2 2 0.240% 3.57% VTEIELSGLR R L 95.0% 85.7 40.7 14 0 1 0 0 2 1,116.6260 54 63 true
1219 PREDICTED: serine carboxypeptidase-like 51-like [Vitis vinifera] gi|147827154,gi|225436420,gi|297734883 51,861.7 100.0% 3 3 4 4 0.480% 11.8% FAVTLGLAALEAIEAGNLK K L 95.0% 57.8 40.9 44.9 0 1 1 0 2 1,901.0744 176 194 true
1219 PREDICTED: serine carboxypeptidase-like 51-like [Vitis vinifera] gi|147827154,gi|225436420,gi|297734883 51,861.7 100.0% 3 3 4 4 0.480% 11.8% KADLLFVDNPVGTGYSFVEDTK R L 95.0% 90.6 40.6 8.88 0 0 1 0 2 2,415.2081 112 133 true
1219 PREDICTED: serine carboxypeptidase-like 51-like [Vitis vinifera] gi|147827154,gi|225436420,gi|297734883 51,861.7 100.0% 3 3 4 4 0.480% 11.8% TDVEAAVDLTTLLK K E 95.0% 85.2 40.8 11.6 0 1 0 0 2 1,488.8158 138 151 true
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 85.3% 1 3 1 1 0.120% 9.79% DSTLIMQLLR K D 95.0% 59.2 40.7 8.95 0 3 0 0 2 1,205.6561 219 228 false gi|225468983,gi|225461654,gi|359492889,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 85.3% 1 3 1 1 0.120% 9.79% ILSSIEQK R E 95.0% 70 41 8.56 0 1 0 0 2 917.5303 65 72 false gi|225468983,gi|225461654,gi|359492889,gi|225459292,gi|225451995
1219 PREDICTED: 14-3-3-like protein D-like [Vitis vinifera] gi|297740500,gi|359483716 32,365.3 85.3% 1 3 1 1 0.120% 9.79% LDVELTVEER K N 95.0% 64.6 40.7 11.8 0 1 0 0 2 1,202.6264 36 45 true gi|225459292
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% DNLTLWTSDMQDDGGDEIK R E 95.0% 107 41.4 13.9 0 4 0 0 2 2,152.9344 229 247 true
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% DNLTLWTSDMQDDGGDEIKEAPK R H 95.0% 66.2 40.5 7.2 0 0 1 0 2 2,578.1619 229 251 true
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% DSTLIMQLLR K D 95.0% 59.2 40.7 8.95 0 3 0 0 2 1,205.6561 219 228 false gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% EAAESTLAAYK K S 95.0% 55.5 40.4 7.94 0 1 0 0 2 1,153.5735 146 156 true
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% EENVYMAK R L 95.0% 49.8 39.8 1.38 0 1 0 0 2 983.4502 8 15 false gi|359492889,gi|225451995
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% IESELSSICDGILR K L 95.0% 78.6 41.2 11.8 0 2 1 0 2 1,591.7998 92 105 true
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% IISSIEQK R E 95.0% 70 41 8.56 0 1 0 0 2 917.5303 65 72 false gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% QAFDEAIAELDTLGEESYK K D 95.0% 51.4 40.8 10.9 0 0 3 0 2 2,128.9923 200 218 false gi|359492889
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% SAQDIATVELAPTHPIR K L 95.0% 84.5 40.8 9.04 0 1 1 0 2 1,818.9710 157 173 true
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% SKIESELSSICDGILR R L 95.0% 125 40.8 15.7 0 1 1 0 2 1,806.9268 90 105 true
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% VTAEAEELTVEER K N 95.0% 94.3 40.9 44.9 0 3 1 0 2 1,475.7224 33 45 true
1219 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 8 12 13 22 2.64% 52.9% YEEMVQFMEK R V 95.0% 35.8 41 13.8 0 4 1 0 2 1,333.5803 23 32 true gi|226295432,gi|359492927
1219 PREDICTED: 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 isoform 2 [Vi  gi|359475059 28,258.8 100.0% 5 5 6 8 0.959% 34.0% AVTDIVDGEKPTAEEFLQNLAAVTA K V 95.0% 65.8 39.6 15.4 0 0 1 0 2 3,444.7748 220 252 true
1219 PREDICTED: 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 isoform 2 [Vi  gi|359475059 28,258.8 100.0% 5 5 6 8 0.959% 34.0% DMEGAAVAYVADLLK K V 95.0% 67.1 41.6 13.3 0 2 1 0 2 1,581.7831 198 212 true
1219 PREDICTED: 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 isoform 2 [Vi  gi|359475059 28,258.8 100.0% 5 5 6 8 0.959% 34.0% FQLTEDLDSVFPR R G 95.0% 91.6 40.7 13.7 0 2 0 0 2 1,566.7800 44 56 true
1219 PREDICTED: 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 isoform 2 [Vi  gi|359475059 28,258.8 100.0% 5 5 6 8 0.959% 34.0% RIPIPVFDQYGIGLR R K 95.0% 79.8 40.8 12.5 0 0 1 0 2 1,743.9907 140 154 true
1219 PREDICTED: 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 isoform 2 [Vi  gi|359475059 28,258.8 100.0% 5 5 6 8 0.959% 34.0% SDVAEEAMVAEAEK R R 95.0% 85.1 40.9 13.7 0 1 0 0 2 1,478.6679 8 21 true
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% DNLTLWTSDMQDDGADEIK R E 95.0% 41.5 40.7 9.51 0 0 1 0 2 2,166.9500 232 250 true
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% DSTLIMQLLR K D 95.0% 59.2 40.7 8.95 0 3 0 0 2 1,205.6561 222 231 true gi|225468983,gi|225461654,gi|359483716,gi|297740500,gi|225459292,gi|226295432,gi|359492927,gi|225451995
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% EENVYMAK R L 95.0% 49.8 39.8 1.38 0 1 0 0 2 983.4502 9 16 true gi|225468983,gi|225451995
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% IESELSSICDGILK K L 95.0% 86.6 41.2 11.5 0 1 0 0 2 1,563.7937 95 108 true
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% IISSIEQK R E 95.0% 70 41 8.56 0 1 0 0 2 917.5303 68 75 true gi|225468983,gi|225461654,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% QAFDEAIAELDTLGEESYK K D 95.0% 51.4 40.8 10.9 0 0 3 0 2 2,128.9923 203 221 true gi|225468983
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% SAQDIANAELAPTHPIR K L 95.0% 66.5 40.7 9.82 0 0 1 0 2 1,803.9349 160 176 true
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% SKIESELSSICDGILK R L 95.0% 51.5 40.7 10.1 0 0 1 0 2 1,778.9207 93 108 true
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% VSAAVDSEELTVEER K N 95.0% 97.6 40.9 13.3 0 1 0 0 2 1,633.7915 34 48 true
1219 PREDICTED: 14-3-3 protein [Vitis vinifera] gi|359492889 29,327.1 100.0% 10 10 10 14 1.68% 46.9% YEEMVEFMEK R V 95.0% 54.9 40.8 11.8 0 1 0 0 2 1,334.5643 24 33 true gi|225451995
1219 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 6 3 3 0.360% 34.1% AYEAATSTAASDLPPTHPIR K L 95.0% 63.6 45 8.74 0 0 1 0 2 2,069.0299 151 170 true
1219 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 6 3 3 0.360% 34.1% DNLTLWTSDLPEEGGETSK R A 95.0% 56.6 40.9 10.4 0 0 1 0 2 2,091.9720 226 244 true
1219 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 6 3 3 0.360% 34.1% DSTLIMQLLR K D 95.0% 59.2 40.7 8.95 0 3 0 0 2 1,205.6561 216 225 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|226295432,gi|359492927,gi|225451995
1219 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 6 3 3 0.360% 34.1% ILSSIEQK R E 95.0% 70 41 8.56 0 1 0 0 2 917.5303 62 69 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225451995
1219 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 6 3 3 0.360% 34.1% LDVELTVEER K N 95.0% 64.6 40.7 11.8 0 1 0 0 2 1,202.6264 33 42 false gi|359483716,gi|297740500
1219 PREDICTED: 14-3-3 protein 7 [Vitis vinifera] gi|225459292 28,722.0 100.0% 3 6 3 3 0.360% 34.1% QAFDEAIAELDSLNEESYK K D 95.0% 90.7 41.3 10.8 0 1 0 0 2 2,171.9980 197 215 true
1219 14-3-3 protein [Vitis vinifera] gi|226295432,gi|359492927 28,632.5 100.0% 1 3 1 1 0.120% 14.3% DSTLIMQLLR K D 95.0% 59.2 40.7 8.95 0 3 0 0 2 1,205.6561 226 235 false gi|225468983,gi|225461654,gi|359492889,gi|359483716,gi|297740500,gi|225459292,gi|225451995
1219 14-3-3 protein [Vitis vinifera] gi|226295432,gi|359492927 28,632.5 100.0% 1 3 1 1 0.120% 14.3% STVETELSEVCAGILK R L 95.0% 87.9 40.8 10.1 0 1 0 0 2 1,735.8784 97 112 true
1219 14-3-3 protein [Vitis vinifera] gi|226295432,gi|359492927 28,632.5 100.0% 1 3 1 1 0.120% 14.3% YEEMVKFMEK R L 95.0% 35.8 41 13.2 0 6 3 0 2 1,333.6167 27 36 false gi|225468983
2522 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 4 4 4 4 0.390% 9.61% FGAMVLFPEHR R Y 95.0% 39.8 40.9 10.2 0 0 1 0 2 1,319.6566 125 135 true
2522 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 4 4 4 4 0.390% 9.61% MDSCPEGTSVLER K I 95.0% 70.9 40.8 10.8 0 1 0 0 2 1,496.6357 324 336 true
2522 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 4 4 4 4 0.390% 9.61% SSTAEDPDWLVEQR R A 95.0% 90 41 13.6 0 1 0 0 2 1,632.7501 473 486 true
2522 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 4 4 4 4 0.390% 9.61% YYGESMPYGSR R D 95.0% 73 40.8 8.9 0 1 0 0 2 1,325.5467 136 146 true
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% AFVHWYVGEGMEEGEFSEAR R E 95.0% 62 40.8 13.4 0 0 2 0 2 2,330.0182 403 422 false gi|225458970,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% AIFVDLEPTVIDEVR R T 95.0% 57 40.9 9.57 0 0 1 0 2 1,715.9216 65 79 true
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% AVCMISNNTAVAEVFSR R I 95.0% 110 40.7 13.4 0 1 1 0 2 1,868.8992 374 390 true
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% CGINYQPPTVVPGGDLAK K V 95.0% 73.3 40.9 10.2 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% DVNAAVATIK K T 95.0% 72.7 40.8 10.9 0 1 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% EDLAALEK R D 95.0% 56.3 41.1 1.74 0 1 0 0 2 888.4674 423 430 false gi|225458970,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% FDGAINVDITEFQTNLVPYPR R I 95.0% 47.9 40.7 10.4 0 0 1 0 2 2,409.2087 244 264 true
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% IDHKFDLMYAK R R 95.0% 49.7 40.6 10.5 0 0 1 0 2 1,396.6932 391 401 false gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% IHFMLSSYAPVISAEK R A 95.0% 95.6 40.7 14.3 0 2 0 0 2 1,808.9252 265 280 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% LADNCTGLQGFLVFNAVGGGTGSG K L 95.0% 82.5 40.2 8.82 0 0 1 0 2 3,193.6315 125 156 false gi|225458970,gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% LISQIISSLTTSLR R F 95.0% 113 40.9 12.8 0 1 1 0 2 1,531.9055 230 243 true
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% QLFHPEQLISGK R E 95.0% 52 40.6 5.73 0 0 1 0 2 1,396.7585 85 96 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% SLDIERPTYTNLNR R L 95.0% 51.4 40.8 8.74 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% TVQFVDWCPTGFK R C 95.0% 64.1 41 13.5 0 1 0 0 2 1,584.7517 340 352 true
2522 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 15 7 7 0.682% 51.2% YMACCLMYR K G 95.0% 45.8 41 13 0 4 0 0 2 1,267.5091 312 320 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: uncharacterized urease accessory protein ureG-like [Vitis vinifera] gi|147811197,gi|225463462,gi|297740673 58,056.7 100.0% 3 3 4 4 0.390% 9.40% AFTVGIGGPVGTGK R T 95.0% 73.8 41.1 8.38 0 1 0 0 2 1,260.6949 319 332 true
2522 PREDICTED: uncharacterized urease accessory protein ureG-like [Vitis vinifera] gi|147811197,gi|225463462,gi|297740673 58,056.7 100.0% 3 3 4 4 0.390% 9.40% EDISINLGPLEELSNLFK R V 95.0% 74.3 40.8 9.57 0 1 0 0 2 2,031.0647 391 408 true
2522 PREDICTED: uncharacterized urease accessory protein ureG-like [Vitis vinifera] gi|147811197,gi|225463462,gi|297740673 58,056.7 100.0% 3 3 4 4 0.390% 9.40% ELADYIIYIIDVSGGDK R I 95.0% 86.5 40.7 12 0 1 1 0 2 1,883.9640 428 444 true
2522 PREDICTED: tubulin beta-1 chain isoform 1 [Vitis vinifera] gi|225444111 50,024.5 100.0% 3 5 3 3 0.292% 12.8% EVDEQMINVQNK K N 95.0% 63.5 41.3 8.83 0 1 0 0 2 1,462.6844 325 336 false gi|225426385,gi|225470745,gi|225440131,gi|225435955,gi|225426414
2522 PREDICTED: tubulin beta-1 chain isoform 1 [Vitis vinifera] gi|225444111 50,024.5 100.0% 3 5 3 3 0.292% 12.8% INVYYNEASGGR R Y 95.0% 67.8 42.2 11.4 0 1 0 0 2 1,342.6385 47 58 true
2522 PREDICTED: tubulin beta-1 chain isoform 1 [Vitis vinifera] gi|225444111 50,024.5 100.0% 3 5 3 3 0.292% 12.8% MMLTFSVFPSPK R V 95.0% 70.8 41.9 8.38 0 1 0 0 2 1,384.7004 163 174 false gi|225426385,gi|225470745,gi|225440131,gi|225435955,gi|225426414
2522 PREDICTED: tubulin beta-1 chain isoform 1 [Vitis vinifera] gi|225444111 50,024.5 100.0% 3 5 3 3 0.292% 12.8% VSEQFTAMFR R R 95.0% 65.3 42.9 9.36 0 1 0 0 2 1,231.5776 381 390 true gi|225426385,gi|225470745,gi|225440131,gi|225435955
2522 PREDICTED: tubulin beta-1 chain isoform 1 [Vitis vinifera] gi|225444111 50,024.5 100.0% 3 5 3 3 0.292% 12.8% YSGDSDLQLER K I 95.0% 87.6 41.9 13.3 0 1 0 0 2 1,282.5911 36 46 true
2522 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 77.7% 1 1 1 1 0.0975% 3.57% SALELDLLEIIAK K A 95.0% 98.2 41.1 16.1 0 1 0 0 2 1,427.8358 37 49 true
2522 PREDICTED: glucose-1-phosphate adenylyltransferase small subunit, chloroplastic [Vitis vin gi|225447450 55,887.1 77.7% 1 1 1 1 0.0975% 2.75% SVLGIILGGGAGTR R L 95.0% 87.4 40.8 10.1 0 1 0 0 2 1,270.7480 78 91 true
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225442426 54,752.4 99.8% 1 3 1 1 0.0975% 7.71% EVEAIGGNVTASASR R E 95.0% 88.9 40.8 13.3 0 1 0 0 2 1,460.7339 141 155 false gi|225445041
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225442426 54,752.4 99.8% 1 3 1 1 0.0975% 7.71% SVYVGGDYR K C 95.0% 53.6 40.8 9.5 0 1 0 0 2 1,015.4843 291 299 false gi|225445041
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225442426 54,752.4 99.8% 1 3 1 1 0.0975% 7.71% TYVPEMVELLVDCVR K N 95.0% 46.4 44.2 13.6 0 0 1 0 2 1,822.9079 167 181 true
2522 PREDICTED: N-carbamoyl-L-amino acid hydrolase-like [Vitis vinifera] gi|225432949,gi|297737174 51,511.0 100.0% 2 2 2 2 0.195% 6.33% IINQDPPALSDK K S 95.0% 49.5 40.7 9.86 0 1 0 0 2 1,310.6953 385 396 true
2522 PREDICTED: N-carbamoyl-L-amino acid hydrolase-like [Vitis vinifera] gi|225432949,gi|297737174 51,511.0 100.0% 2 2 2 2 0.195% 6.33% YDGVVGVLGAIEAINVLR K R 95.0% 30.7 42.3 9.29 0 0 1 0 2 1,858.0434 148 165 true
2522 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 2 2 2 2 0.195% 5.41% EVDEQMINVQNK K N 95.0% 63.5 41.3 8.83 0 1 0 0 2 1,462.6844 325 336 true gi|225426385,gi|225470745,gi|225444111,gi|225440131,gi|225435955
2522 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 2 2 2 2 0.195% 5.41% MMLTFSVFPSPK R V 95.0% 70.8 41.9 8.38 0 1 0 0 2 1,384.7004 163 174 true gi|225426385,gi|225470745,gi|225444111,gi|225440131,gi|225435955
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% AVFVDLEPTVIDEVR R T 95.0% 106 40.7 13.8 0 1 1 0 2 1,701.9059 65 79 false gi|225458970,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 53.8 40.5 9.03 0 0 2 0 2 2,657.2222 281 304 false gi|225458970,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% FDGALNVDVTEFQTNLVPYPR R I 95.0% 108 41.6 15 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% IHFMLSSYAPVISAEK R A 95.0% 95.6 40.7 14.3 0 2 0 0 2 1,808.9252 265 280 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% LADNCTGLQGFLVFNAVGGGTGSG K L 95.0% 82.5 40.2 8.82 0 0 1 0 2 3,193.6315 125 156 false gi|225458970,gi|225435758,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% LVSQVISSLTASLR R F 95.0% 94.8 41 14.2 0 2 1 0 2 1,473.8635 230 243 false gi|225458970,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% QLFHPEQLISGK R E 95.0% 52 40.6 5.73 0 0 1 0 2 1,396.7585 85 96 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% SLDIERPTYTNLNR R L 95.0% 51.4 40.8 8.74 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% TIGGGDDAFNTFFSETGAGK K H 95.0% 112 40.9 12 0 1 1 0 2 1,991.8984 41 60 true
2522 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 77.7% 1 10 2 2 0.195% 55.0% YMACCLMYR K G 95.0% 45.8 41 13 0 4 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2522 PREDICTED: lysosomal alpha-mannosidase-like [Vitis vinifera] gi|296082270,gi|359488551 113,682.2 100.0% 4 4 4 4 0.390% 5.03% ATETSLSANQER K S 95.0% 56.5 41.3 8.58 0 1 0 0 2 1,306.6233 946 957 true
2522 PREDICTED: lysosomal alpha-mannosidase-like [Vitis vinifera] gi|296082270,gi|359488551 113,682.2 100.0% 4 4 4 4 0.390% 5.03% EITTQITTTLK K T 95.0% 54.1 41.1 7.9 0 1 0 0 2 1,248.7048 719 729 true
2522 PREDICTED: lysosomal alpha-mannosidase-like [Vitis vinifera] gi|296082270,gi|359488551 113,682.2 100.0% 4 4 4 4 0.390% 5.03% GVGEVLNEEVCVGGQCK R G 95.0% 107 43.3 9.13 0 1 0 0 2 1,833.8472 815 831 true
2522 PREDICTED: lysosomal alpha-mannosidase-like [Vitis vinifera] gi|296082270,gi|359488551 113,682.2 100.0% 4 4 4 4 0.390% 5.03% SEGQVPLTVLR K G 95.0% 53.3 40.5 10.3 0 1 0 0 2 1,198.6791 663 673 true
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% AFVHWYVGEGMEEGEFSEAR R E 95.0% 62 40.8 13.4 0 0 2 0 2 2,330.0182 403 422 false gi|225458970,gi|225435758,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% AVCMISNSTSVAEVFSR R I 95.0% 97.4 40.9 13.7 0 3 1 0 2 1,873.8781 374 390 false gi|225458970,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% AVFVDLEPTVIDEVR R T 95.0% 106 40.7 13.8 0 1 1 0 2 1,701.9059 65 79 false gi|225458970,gi|359496623
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 53.8 40.5 9.03 0 0 2 0 2 2,657.2222 281 304 false gi|225458970,gi|359496623,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% CGINYQPPTVVPGGDLAK K V 95.0% 73.3 40.9 10.2 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225435758,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% DVNAAVATIK K T 95.0% 72.7 40.8 10.9 0 1 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225435758,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% EDLAALEK R D 95.0% 56.3 41.1 1.74 0 1 0 0 2 888.4674 423 430 false gi|225458970,gi|225435758,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% FDGALNVDVTEFQTNLVPYPR R I 95.0% 108 41.6 15 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|359496623,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% IDHKFDLMYAK R R 95.0% 49.7 40.6 10.5 0 0 1 0 2 1,396.6932 391 401 true gi|225435758,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% IHFMLSSYAPVISAEK R A 95.0% 95.6 40.7 14.3 0 2 0 0 2 1,808.9252 265 280 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% LADNCTGLQGFLVFNAVGGGTGSG K L 95.0% 82.5 40.2 8.82 0 0 1 0 2 3,193.6315 125 156 false gi|225458970,gi|225435758,gi|359496623
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% LVSQVISSLTASLR R F 95.0% 94.8 41 14.2 0 2 1 0 2 1,473.8635 230 243 false gi|225458970,gi|359496623,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% QLFHPEQLISGK R E 95.0% 52 40.6 5.73 0 0 1 0 2 1,396.7585 85 96 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% SLDIERPTYTNLNR R L 95.0% 51.4 40.8 8.74 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% TIQFVDWCPTGFK R C 95.0% 76.1 41 13.5 0 1 1 0 2 1,598.7674 340 352 false gi|225458970,gi|225452767
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% TPGGGDDAFNTFFSETGAGK K H 95.0% 115 41 12.6 0 2 1 0 2 1,975.8671 41 60 true
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 2 17 3 4 0.390% 60.9% YMACCLMYR K G 95.0% 45.8 41 13 0 4 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2522 hypothetical protein VITISV_017316 [Vitis vinifera] gi|147775765 46,526.3 100.0% 3 3 3 3 0.292% 13.0% ALGEELGIPLEVYGPEATMTGICK R Q 95.0% 39.1 40.7 9.36 0 0 1 0 2 2,564.2627 390 413 true
2522 hypothetical protein VITISV_017316 [Vitis vinifera] gi|147775765 46,526.3 100.0% 3 3 3 3 0.292% 13.0% SGLVALNLDLAQVAEFVK K A 95.0% 125 40.9 15 0 1 0 0 2 1,887.0587 69 86 true
2522 hypothetical protein VITISV_017316 [Vitis vinifera] gi|147775765 46,526.3 100.0% 3 3 3 3 0.292% 13.0% VVLDCATADPDGR R K 95.0% 87 41 11.8 0 1 0 0 2 1,388.6477 319 331 true
2522 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 2 2 2 2 0.195% 4.51% IINVIGEPIDER R G 95.0% 50.7 44.4 9.53 0 1 0 0 2 1,367.7531 167 178 true gi|225424142,gi|147838606
2522 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 2 2 2 2 0.195% 4.51% TVLIMELINNVAK K A 95.0% 66.7 40.7 9.47 0 1 0 0 2 1,457.8397 236 248 true gi|225424142,gi|147838606
2522 PREDICTED: 26S protease regulatory subunit 6A homolog A [Vitis vinifera] gi|147844475,gi|296089692,gi|359487630 47,482.9 100.0% 7 7 7 7 0.682% 24.3% AMEVDEKPTEDYNDIGGLEK K Q 95.0% 76.3 40.6 13.5 0 0 1 0 2 2,269.0181 158 177 true
2522 PREDICTED: 26S protease regulatory subunit 6A homolog A [Vitis vinifera] gi|147844475,gi|296089692,gi|359487630 47,482.9 100.0% 7 7 7 7 0.682% 24.3% AVCVEAGMLALR K R 95.0% 73.6 43.5 14.4 0 1 0 0 2 1,305.6654 382 393 true
2522 PREDICTED: 26S protease regulatory subunit 6A homolog A [Vitis vinifera] gi|147844475,gi|296089692,gi|359487630 47,482.9 100.0% 7 7 7 7 0.682% 24.3% GVLLYGPPGTGK K T 95.0% 58.9 40.8 11 0 1 0 0 2 1,158.6520 206 217 true
2522 PREDICTED: 26S protease regulatory subunit 6A homolog A [Vitis vinifera] gi|147844475,gi|296089692,gi|359487630 47,482.9 100.0% 7 7 7 7 0.682% 24.3% QTIFLPVVGLVDPDK R L 95.0% 54 40.8 8.4 0 1 0 0 2 1,640.9261 114 128 true
2522 PREDICTED: 26S protease regulatory subunit 6A homolog A [Vitis vinifera] gi|147844475,gi|296089692,gi|359487630 47,482.9 100.0% 7 7 7 7 0.682% 24.3% SPCIIFIDEIDAIGTK K R 95.0% 86.5 40.8 13.7 0 1 0 0 2 1,791.9201 263 278 true
2522 PREDICTED: 26S protease regulatory subunit 6A homolog A [Vitis vinifera] gi|147844475,gi|296089692,gi|359487630 47,482.9 100.0% 7 7 7 7 0.682% 24.3% STDDFNGAQLK R A 95.0% 81.1 40.6 13.3 0 1 0 0 2 1,195.5591 371 381 true
2522 PREDICTED: 26S protease regulatory subunit 6A homolog A [Vitis vinifera] gi|147844475,gi|296089692,gi|359487630 47,482.9 100.0% 7 7 7 7 0.682% 24.3% TMLELLNQLDGFSSDDR R I 95.0% 73.1 43.5 8.42 0 0 1 0 2 1,969.9175 293 309 true
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% AFVHWYVGEGMEEGEFSEAR R E 95.0% 62 40.8 13.4 0 0 2 0 2 2,330.0182 403 422 false gi|225458970,gi|225435758,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% AVCMISNSTSVAEVFSR R I 95.0% 97.4 40.9 13.7 0 3 1 0 2 1,873.8781 374 390 false gi|225458970,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% AVFLDLEPTVIDEVR R T 95.0% 79.6 40.9 14.2 0 2 1 0 2 1,715.9216 65 79 true
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 53.8 40.5 9.03 0 0 2 0 2 2,657.2222 281 304 false gi|225458970,gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% CGINYQPPTVVPGGDLAK K V 95.0% 73.3 40.9 10.2 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225435758,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% DVNAAVATIK K T 95.0% 72.7 40.8 10.9 0 1 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225435758,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% EDLAALEK R D 95.0% 56.3 41.1 1.74 0 1 0 0 2 888.4674 423 430 false gi|225458970,gi|225435758,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% FDGALNVDVTEFQTNLVPYPR R I 95.0% 108 41.6 15 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% IDHKFDLMYAK R R 95.0% 49.7 40.6 10.5 0 0 1 0 2 1,396.6932 391 401 false gi|225435758,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% IHFMLSSYAPVISAEK R A 95.0% 95.6 40.7 14.3 0 2 0 0 2 1,808.9252 265 280 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% LVSQVISSLTASLR R F 95.0% 94.8 41 14.2 0 2 1 0 2 1,473.8635 230 243 false gi|225458970,gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% QLFHPEQLISGK R E 95.0% 52 40.6 5.73 0 0 1 0 2 1,396.7585 85 96 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% SLDIERPTYTNLNR R L 95.0% 51.4 40.8 8.74 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% TIQFVDWCPTGFK R C 95.0% 76.1 41 13.5 0 1 1 0 2 1,598.7674 340 352 false gi|225458970,gi|225429189
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% TVGGGDDAFNTFFSETGAGK K H 95.0% 114 40.8 12.2 0 1 1 0 2 1,977.8827 41 60 false gi|225458970
2522 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 77.7% 1 16 2 3 0.292% 53.8% YMACCLMYR K G 95.0% 45.8 41 13 0 4 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2522 PREDICTED: FAM10 family protein At4g22670-like [Vitis vinifera] gi|147834848,gi|166407425,gi|359496418 41,026.4 100.0% 4 4 4 4 0.390% 13.1% AMLGQWEEAAK R D 95.0% 67.1 41 13.6 0 1 0 0 2 1,233.5933 197 207 true
2522 PREDICTED: FAM10 family protein At4g22670-like [Vitis vinifera] gi|147834848,gi|166407425,gi|359496418 41,026.4 100.0% 4 4 4 4 0.390% 13.1% DANAALEINPDSAK R G 95.0% 86.7 41.9 10.3 0 1 0 0 2 1,428.6966 174 187 true
2522 PREDICTED: FAM10 family protein At4g22670-like [Vitis vinifera] gi|147834848,gi|166407425,gi|359496418 41,026.4 100.0% 4 4 4 4 0.390% 13.1% ILNDPELMAAFK K D 95.0% 44 43.7 10.7 0 1 0 0 2 1,361.7135 321 332 true
2522 PREDICTED: FAM10 family protein At4g22670-like [Vitis vinifera] gi|147834848,gi|166407425,gi|359496418 41,026.4 100.0% 4 4 4 4 0.390% 13.1% LDYDEEISAVLK K K 95.0% 101 40.9 14 0 1 0 0 2 1,394.7051 215 226 true
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 6 0.585% 18.2% EVEAIGGNVTASASR R E 95.0% 88.9 40.8 13.3 0 1 0 0 2 1,460.7339 141 155 true gi|225442426
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 6 0.585% 18.2% LDSTILEEFVALNYTAPR R M 95.0% 39.1 40.7 9.42 0 0 1 0 2 2,052.0649 239 256 true
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 6 0.585% 18.2% MVASEDIGR R Q 95.0% 59.1 40.8 6.01 0 1 0 0 2 993.4671 436 444 true
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 6 0.585% 18.2% NPAFLDWEVSEQLEK R V 95.0% 29 45.2 10.5 0 0 1 0 2 1,804.8753 182 196 true
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 6 0.585% 18.2% SVYVGGDYR K C 95.0% 53.6 40.8 9.5 0 1 0 0 2 1,015.4843 291 299 true gi|225442426
2522 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 6 0.585% 18.2% TLPPLDFPLPNVALPPALPDYVEPSK K V 95.0% 25 40.3 9.56 0 0 1 0 2 2,800.5176 51 76 true
2522 PREDICTED: glutamyl-tRNA(Gln) amidotransferase subunit A-like [Vitis vinifera] gi|296090171,gi|359489090 68,463.3 100.0% 2 2 2 2 0.195% 4.48% LATGSLAYDDIWFGGR K T 95.0% 67 44.5 7.22 0 1 0 0 2 1,741.8546 270 285 true
2522 PREDICTED: glutamyl-tRNA(Gln) amidotransferase subunit A-like [Vitis vinifera] gi|296090171,gi|359489090 68,463.3 100.0% 2 2 2 2 0.195% 4.48% MIPAVDYVQAQR R A 95.0% 42.5 40.8 9.36 0 1 0 0 2 1,390.7148 479 490 true
2522 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 44,756.3 100.0% 7 7 7 7 0.682% 21.2% DVVACLNEAMER R Q 95.0% 91 41 13.6 0 1 0 0 2 1,422.6352 127 138 true
2522 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 44,756.3 100.0% 7 7 7 7 0.682% 21.2% GFAVSGTAGR K D 95.0% 57 40.6 5.55 0 1 0 0 2 922.4741 117 126 true
2522 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 44,756.3 100.0% 7 7 7 7 0.682% 21.2% LAGAGIVGILQK R M 95.0% 82.6 40.2 14.8 0 1 0 0 2 1,139.7149 328 339 true
2522 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 44,756.3 100.0% 7 7 7 7 0.682% 21.2% MAEAGALFGEYVSEK K L 95.0% 54.9 45.1 9.2 0 1 0 0 2 1,601.7516 254 268 true
2522 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 44,756.3 100.0% 7 7 7 7 0.682% 21.2% MILSYVDTFPTGNEK - G 95.0% 85.4 41 8.57 0 1 0 0 2 1,714.8358 1 15 true
2522 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 44,756.3 100.0% 7 7 7 7 0.682% 21.2% MVVEVCDTIVK K R 95.0% 79.2 41 11.8 0 1 0 0 2 1,292.6590 313 323 true
2522 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 44,756.3 100.0% 7 7 7 7 0.682% 21.2% TISGMYLGEIVR K R 95.0% 74 40.7 8.05 0 1 0 0 2 1,338.7087 237 248 true
2522 PREDICTED: rab GDP dissociation inhibitor alpha [Vitis vinifera] gi|225434259 49,793.1 98.3% 1 1 1 1 0.0975% 2.70% AVGVTSEGETAR K C 95.0% 84.2 42.3 10.7 0 1 0 0 2 1,176.5855 266 277 true
2522 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,915.9 100.0% 5 5 5 5 0.487% 20.1% AAVGPSPPEAVAAA K - 95.0% 41.1 40.6 10.1 0 1 0 0 2 1,207.6317 306 319 true
2522 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,915.9 100.0% 5 5 5 5 0.487% 20.1% AIAELIPNEVPAIEK K K 95.0% 65.1 40.9 10.7 0 1 0 0 2 1,606.9052 219 233 true
2522 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,915.9 100.0% 5 5 5 5 0.487% 20.1% EKELLSQIIDEADEYKVEFYR R R 95.0% 58.5 42.5 10.8 0 0 1 0 2 2,617.3034 161 181 true
2522 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,915.9 100.0% 5 5 5 5 0.487% 20.1% ELLSQIIDEADEYK K V 95.0% 81.7 40.9 8.26 0 1 0 0 2 1,665.8220 163 176 true
2522 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,915.9 100.0% 5 5 5 5 0.487% 20.1% FDSFTNFADSESVK R E 95.0% 72 40.9 10 0 1 0 0 2 1,593.7067 43 56 true
2522 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 77.7% 1 1 1 1 0.0975% 3.88% GIYAYGFEKPSAIQQR R A 95.0% 55.9 40.8 13.1 0 0 1 0 2 1,827.9389 53 68 true gi|359484301,gi|225429488,gi|297738640,gi|147779855
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% AAEVITTIVQNNPR K S 95.0% 55.2 41 10.5 0 1 1 0 2 1,525.8333 119 132 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% ALGAIASLIR K H 95.0% 56.9 39.6 10.8 0 1 0 0 2 984.6201 162 171 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% AWAANQEANR R A 95.0% 71.5 40.9 11.4 0 1 0 0 2 1,130.5336 344 353 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% DALGSESVR R F 95.0% 60.4 41.1 8.32 0 1 0 0 2 933.4636 191 199 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% GEGLVVLPGDDAPPPDVASK R H 95.0% 64 40.7 10.9 0 1 0 0 2 1,932.9917 317 336 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% GISLMSPEDLGAAR K E 95.0% 67.7 40.9 12.4 0 1 0 0 2 1,432.7103 282 295 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% GLLELAQDK R T 95.0% 67 40.5 11.2 0 1 0 0 2 986.5519 249 257 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% HLVDSLWNACYNEPSSLR R G 95.0% 67.9 40.8 10.1 0 0 1 0 2 2,161.0131 299 316 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% IMMHLASSDDSEVR R E 95.0% 59.7 40.8 11.7 0 0 2 0 2 1,622.7150 230 243 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% TSGGSDGLGEEDEK K L 95.0% 82.3 40.9 8.68 0 1 0 0 2 1,380.5764 258 271 true
2522 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 11 11 12 13 1.27% 36.6% WSLAHSDGTRPPR K N 95.0% 44 40.8 10.1 0 0 1 0 2 1,479.7452 14 26 true
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% AFVHWYVGEGMEEGEFSEAR R E 95.0% 62 40.8 13.4 0 0 2 0 2 2,330.0182 403 422 true gi|225435758,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% AVCMISNSTSVAEVFSR R I 95.0% 97.4 40.9 13.7 0 3 1 0 2 1,873.8781 374 390 true gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% AVFVDLEPTVIDEVR R T 95.0% 106 40.7 13.8 0 1 1 0 2 1,701.9059 65 79 true gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 53.8 40.5 9.03 0 0 2 0 2 2,657.2222 281 304 true gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% CGINYQPPTVVPGGDLAK K V 95.0% 73.3 40.9 10.2 0 2 1 0 2 1,885.9480 353 370 true gi|225435758,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% DVNAAVATIK K T 95.0% 72.7 40.8 10.9 0 1 0 0 2 1,001.5626 327 336 true gi|225435758,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% EDLAALEK R D 95.0% 56.3 41.1 1.74 0 1 0 0 2 888.4674 423 430 true gi|225435758,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% FDGALNVDVTEFQTNLVPYPR R I 95.0% 108 41.6 15 0 1 1 0 2 2,395.1930 244 264 true gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% IDNKFDLMYSK R R 95.0% 50.6 40.9 12.4 0 1 1 0 2 1,373.6771 391 401 true
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% IHFMLSSYAPVISAEK R A 95.0% 95.6 40.7 14.3 0 2 0 0 2 1,808.9252 265 280 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% LADNCTGLQGFLVFNAVGGGTGSG K L 95.0% 82.5 40.2 8.82 0 0 1 0 2 3,193.6315 125 156 true gi|225435758,gi|359496623,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% LVSQVISSLTASLR R F 95.0% 94.8 41 14.2 0 2 1 0 2 1,473.8635 230 243 true gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% QLFHPEQLISGK R E 95.0% 52 40.6 5.73 0 0 1 0 2 1,396.7585 85 96 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% SLDIERPTYTNLNR R L 95.0% 51.4 40.8 8.74 0 0 1 0 2 1,691.8712 216 229 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% TIQFVDWCPTGFK R C 95.0% 76.1 41 13.5 0 1 1 0 2 1,598.7674 340 352 true gi|225452767,gi|225429189
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% TVGGGDDAFNTFFSETGAGK K H 95.0% 114 40.8 12.2 0 1 1 0 2 1,977.8827 41 60 true gi|225452767
2522 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 17 17 25 35 3.41% 60.8% YMACCLMYR K G 95.0% 45.8 41 13 0 4 0 0 2 1,267.5091 312 320 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2523 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 3 3 3 3 0.258% 7.45% MDSCPEGTSVLER K I 95.0% 77.8 40.8 9.16 0 1 0 0 2 1,496.6357 324 336 true
2523 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 3 3 3 3 0.258% 7.45% SSTAEDPDWLVEQR R A 95.0% 76 41 12.4 0 1 0 0 2 1,632.7501 473 486 true
2523 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 3 3 3 3 0.258% 7.45% YYGESMPYGSR R D 95.0% 65.4 40.8 10.2 0 1 0 0 2 1,325.5467 136 146 true
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% AFVHWYVGEGMEEGEFSEAR R E 95.0% 64.3 40.8 14.9 0 0 4 0 2 2,346.0132 403 422 false gi|225458970,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% AIFVDLEPTVIDEVR R T 95.0% 67.8 40.9 11.5 0 1 1 0 2 1,715.9216 65 79 true
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% AVCMISNNTAVAEVFSR R I 95.0% 109 40.7 14.9 0 2 1 0 2 1,868.8992 374 390 true
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% AYHEQLSVPEITNAVFEPSSMMAK K C 95.0% 28.3 40.6 9.41 0 0 1 0 2 2,695.2743 281 304 true
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% CGINYQPPTVVPGGDLAK K V 95.0% 40.5 40.9 9.56 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% DVNAAVATIK K T 95.0% 70.6 40.8 12.4 0 2 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% EDLAALEK R D 95.0% 59 41.1 3.73 0 2 0 0 2 888.4674 423 430 false gi|225458970,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% FDGAINVDITEFQTNLVPYPR R I 95.0% 53.2 40.7 10.6 0 0 1 0 2 2,409.2087 244 264 true
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% IHFMLSSYAPVISAEK R A 95.0% 91.6 40.8 14.7 0 2 3 0 2 1,792.9302 265 280 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% LISQIISSLTTSLR R F 95.0% 113 40.9 11.5 0 2 0 0 2 1,531.9055 230 243 true
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% TVQFVDWCPTGFK R C 95.0% 69.8 41 12.6 0 1 0 0 2 1,584.7517 340 352 true
2523 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 12 8 10 0.859% 41.2% YMACCLMYR K G 95.0% 55 41 15.8 0 5 0 0 2 1,267.5091 312 320 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2523 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,906.0 100.0% 4 4 4 4 0.344% 17.9% AAVGPSPPEAVAAA K - 95.0% 42.6 40.6 10.4 0 1 0 0 2 1,207.6317 306 319 true
2523 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,906.0 100.0% 4 4 4 4 0.344% 17.9% AIAELIPNEVPAIEK K K 95.0% 50.3 40.9 11.6 0 1 0 0 2 1,606.9052 219 233 true
2523 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,906.0 100.0% 4 4 4 4 0.344% 17.9% ELLSQIIDEADEYK K V 95.0% 82.3 40.9 12.5 0 1 0 0 2 1,665.8220 163 176 true
2523 PREDICTED: clathrin light chain 2-like [Vitis vinifera] gi|147766743,gi|225448385 34,906.0 100.0% 4 4 4 4 0.344% 17.9% FDSFTNFADSESVK R E 95.0% 77 40.9 8.35 0 1 0 0 2 1,593.7067 43 56 true
2523 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 87.4% 1 1 1 1 0.0859% 3.57% SALELDLLEIIAK K A 95.0% 95.2 45.1 15 0 1 0 0 2 1,427.8358 37 49 true
2523 PREDICTED: N-carbamoyl-L-amino acid hydrolase-like [Vitis vinifera] gi|225432949,gi|297737174 51,511.0 100.0% 3 3 3 3 0.258% 8.23% FGISCLGSR R L 95.0% 63.1 41.5 3.79 0 1 0 0 2 996.4932 188 196 true
2523 PREDICTED: N-carbamoyl-L-amino acid hydrolase-like [Vitis vinifera] gi|225432949,gi|297737174 51,511.0 100.0% 3 3 3 3 0.258% 8.23% IINQDPPALSDK K S 95.0% 45.1 40.9 11.9 0 1 0 0 2 1,310.6953 385 396 true
2523 PREDICTED: N-carbamoyl-L-amino acid hydrolase-like [Vitis vinifera] gi|225432949,gi|297737174 51,511.0 100.0% 3 3 3 3 0.258% 8.23% YDGVVGVLGAIEAINVLR K R 95.0% 50 41.7 11.7 0 0 1 0 2 1,858.0434 148 165 true
2523 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 7 7 7 7 0.601% 21.8% AVLMDLEPGTMDSLR R T 95.0% 64.5 43.1 8 0 1 0 0 2 1,647.8083 63 77 true
2523 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 7 7 7 7 0.601% 21.8% EVDEQMINVQNK K N 95.0% 60.2 41.3 6.34 0 1 0 0 2 1,462.6844 325 336 true gi|225426385,gi|225470745,gi|225444111,gi|225440131,gi|225435955
2523 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 7 7 7 7 0.601% 21.8% FWEVVCDEHGIDTK K G 95.0% 31.6 40.9 10.4 0 0 1 0 2 1,734.7794 20 33 true
2523 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 7 7 7 7 0.601% 21.8% GHYTEGAELIDSVLDVVR K K 95.0% 57.5 41 8.02 0 0 1 0 2 1,972.9976 104 121 true gi|225426385,gi|225470745,gi|225444111,gi|225440131,gi|225435955
2523 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 7 7 7 7 0.601% 21.8% LHFFMVGFAPLTSR R G 95.0% 50 41.1 12.2 0 0 1 0 2 1,622.8512 263 276 true gi|225426385,gi|225470745,gi|225444111,gi|225440131,gi|225435955
2523 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 7 7 7 7 0.601% 21.8% MMLTFSVFPSPK R V 95.0% 58.2 42.3 9.82 0 1 0 0 2 1,384.7004 163 174 true gi|225426385,gi|225470745,gi|225444111,gi|225440131,gi|225435955
2523 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 7 7 7 7 0.601% 21.8% VNVYYNEASGGR R Y 95.0% 79 40.8 12 0 1 0 0 2 1,328.6228 47 58 true
2523 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 87.4% 1 7 2 3 0.258% 37.0% AVFVDLEPTVIDEVR R T 95.0% 85.3 40.7 11.3 0 2 2 0 2 1,701.9059 65 79 false gi|225458970,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 87.4% 1 7 2 3 0.258% 37.0% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 64 40.5 44.9 0 0 2 0 2 2,657.2222 281 304 false gi|225458970,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 87.4% 1 7 2 3 0.258% 37.0% FDGALNVDVTEFQTNLVPYPR R I 95.0% 119 40.8 17.7 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 87.4% 1 7 2 3 0.258% 37.0% IHFMLSSYAPVISAEK R A 95.0% 91.6 40.8 14.7 0 2 3 0 2 1,792.9302 265 280 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 87.4% 1 7 2 3 0.258% 37.0% LVSQVISSLTASLR R F 95.0% 88.7 41 14.2 0 9 1 0 2 1,473.8635 230 243 false gi|225458970,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 87.4% 1 7 2 3 0.258% 37.0% TIGGGDDAFNTFFSETGAGK K H 95.0% 120 40.9 13.7 0 1 2 0 2 1,991.8984 41 60 true
2523 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 87.4% 1 7 2 3 0.258% 37.0% YMACCLMYR K G 95.0% 55 41 15.8 0 5 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% AFVHWYVGEGMEEGEFSEAR R E 95.0% 64.3 40.8 14.9 0 0 4 0 2 2,346.0132 403 422 false gi|225458970,gi|225435758,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% AVCMISNSTSVAEVFSR R I 95.0% 100 40.8 13.8 0 2 2 0 2 1,857.8832 374 390 false gi|225458970,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% AVFVDLEPTVIDEVR R T 95.0% 85.3 40.7 11.3 0 2 2 0 2 1,701.9059 65 79 false gi|225458970,gi|359496623
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 64 40.5 44.9 0 0 2 0 2 2,657.2222 281 304 false gi|225458970,gi|359496623,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% CGINYQPPTVVPGGDLAK K V 95.0% 40.5 40.9 9.56 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225435758,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% DVNAAVATIK K T 95.0% 70.6 40.8 12.4 0 2 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225435758,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% EDLAALEK R D 95.0% 59 41.1 3.73 0 2 0 0 2 888.4674 423 430 false gi|225458970,gi|225435758,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% FDGALNVDVTEFQTNLVPYPR R I 95.0% 119 40.8 17.7 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|359496623,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% IHFMLSSYAPVISAEK R A 95.0% 91.6 40.8 14.7 0 2 3 0 2 1,792.9302 265 280 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% LVSQVISSLTASLR R F 95.0% 88.7 41 14.2 0 9 1 0 2 1,473.8635 230 243 false gi|225458970,gi|359496623,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% RTIQFVDWCPTGFK K C 95.0% 42.2 40.8 10.4 0 0 1 0 2 1,754.8685 339 352 false gi|225458970,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% TIQFVDWCPTGFK R C 95.0% 77.2 41 13.9 0 1 1 0 2 1,598.7674 340 352 false gi|225458970,gi|225452767
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% TPGGGDDAFNTFFSETGAGK K H 95.0% 137 41 13.4 0 1 0 0 2 1,975.8671 41 60 true
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 1 1 0.0859% 45.8% YMACCLMYR K G 95.0% 55 41 15.8 0 5 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% CALVYGQMNEPPGAR K A 95.0% 67 40.8 10.1 0 1 0 0 2 1,662.7728 293 307 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% DAEGQDVLLFIDNIFR R F 95.0% 107 40.9 16.3 0 1 1 0 2 1,864.9442 323 338 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% EAPSFVDQATEQQILVTGIK R V 95.0% 68 40.7 9.76 0 0 1 0 2 2,174.1342 195 214 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% ESITSFQGVLDGK K Y 95.0% 78.6 41.2 7.88 0 1 0 0 2 1,380.7007 514 526 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% FDEGLPPILTALEVLDNSIR R L 95.0% 94.6 40.7 12.5 0 1 0 0 2 2,212.1863 101 120 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% IINVIGEPIDER R G 95.0% 73.7 40.8 12.2 0 1 0 0 2 1,367.7531 170 181 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% IPSAVGYQPTLATDLGGLQER R I 95.0% 90.1 40.9 11.9 0 1 0 0 2 2,186.1455 353 373 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% ITDEFTGAGAIGSVCQVIGAVVDVR K F 95.0% 48.1 40.7 11 0 0 1 0 2 2,534.2922 76 100 true
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% LVLEVAQHLGENMVR R T 95.0% 44.6 40.6 10.3 0 0 1 0 2 1,723.9161 121 135 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% NLQDIIAILGMDELSEDDKLTVAR K A 95.0% 83.5 41.2 8.17 0 0 2 0 2 2,688.3766 461 484 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% QISELGIYPAVDPLDSTSR R M 95.0% 52.1 41 11.1 0 0 1 0 2 2,061.0501 416 434 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% TIAMDGTEGLVR R G 95.0% 83.7 41 12.4 0 1 0 0 2 1,262.6411 136 147 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% TVLIMELINNVAK K A 95.0% 75.2 40.7 13.7 0 1 0 0 2 1,457.8397 239 251 false gi|225456079
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,605.2 87.4% 1 14 1 1 0.0859% 42.9% VLNTGSPITVPVGR R A 95.0% 64 40.7 9.7 0 1 1 0 2 1,409.8112 151 164 false gi|225456079
2523 hypothetical protein VITISV_017316 [Vitis vinifera] gi|147775765 46,526.3 99.8% 2 2 2 2 0.172% 7.33% SGLVALNLDLAQVAEFVK K A 95.0% 68.6 41 8.46 0 1 0 0 2 1,887.0587 69 86 true
2523 hypothetical protein VITISV_017316 [Vitis vinifera] gi|147775765 46,526.3 99.8% 2 2 2 2 0.172% 7.33% VVLDCATADPDGR R K 95.0% 71.4 41.8 12.5 0 1 0 0 2 1,388.6477 319 331 true
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% CALVYGQMNEPPGAR K A 95.0% 67 40.8 10.1 0 1 0 0 2 1,662.7728 290 304 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% DAEGQDVLLFIDNIFR R F 95.0% 107 40.9 16.3 0 1 1 0 2 1,864.9442 320 335 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% EAPSFVDQATEQQILVTGIK R V 95.0% 68 40.7 9.76 0 0 1 0 2 2,174.1342 192 211 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% ESITSFQGVLDGK K Y 95.0% 78.6 41.2 7.88 0 1 0 0 2 1,380.7007 511 523 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% FDEGLPPILTALEVLDNSIR R L 95.0% 94.6 40.7 12.5 0 1 0 0 2 2,212.1863 98 117 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% IINVIGEPIDER R G 95.0% 73.7 40.8 12.2 0 1 0 0 2 1,367.7531 167 178 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% IPSAVGYQPTLATDLGGLQER R I 95.0% 90.1 40.9 11.9 0 1 0 0 2 2,186.1455 350 370 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% ITDEFTGAGAIGQVCQVIGAVVDVR K F 95.0% 91.2 40.7 15 0 0 1 0 2 2,575.3188 73 97 true
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% LVLEVAQHLGENMVR R T 95.0% 44.6 40.6 10.3 0 0 1 0 2 1,723.9161 118 132 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% NLQDIIAILGMDELSEDDKLTVAR K A 95.0% 83.5 41.2 8.17 0 0 2 0 2 2,688.3766 458 481 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% QISELGIYPAVDPLDSTSR R M 95.0% 52.1 41 11.1 0 0 1 0 2 2,061.0501 413 431 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% TIAMDGTEGLVR R G 95.0% 83.7 41 12.4 0 1 0 0 2 1,262.6411 133 144 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% TVLIMELINNVAK K A 95.0% 75.2 40.7 13.7 0 1 0 0 2 1,457.8397 236 248 true gi|225424142,gi|147838606
2523 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 14 14 16 17 1.46% 43.1% VLNTGSPITVPVGR R A 95.0% 64 40.7 9.7 0 1 1 0 2 1,409.8112 148 161 true gi|225424142,gi|147838606
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% AFVHWYVGEGMEEGEFSEAR R E 95.0% 64.3 40.8 14.9 0 0 4 0 2 2,346.0132 403 422 false gi|225458970,gi|225435758,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% AVCMISNSTSVAEVFSR R I 95.0% 100 40.8 13.8 0 2 2 0 2 1,857.8832 374 390 false gi|225458970,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% AVFLDLEPTVIDEVR R T 95.0% 78.8 40.9 13.1 0 1 1 0 2 1,715.9216 65 79 true
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 64 40.5 44.9 0 0 2 0 2 2,657.2222 281 304 false gi|225458970,gi|359496623,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% CGINYQPPTVVPGGDLAK K V 95.0% 40.5 40.9 9.56 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225435758,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% DVNAAVATIK K T 95.0% 70.6 40.8 12.4 0 2 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225435758,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% EDLAALEK R D 95.0% 59 41.1 3.73 0 2 0 0 2 888.4674 423 430 false gi|225458970,gi|225435758,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% FDGALNVDVTEFQTNLVPYPR R I 95.0% 119 40.8 17.7 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|359496623,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% IHFMLSSYAPVISAEK R A 95.0% 91.6 40.8 14.7 0 2 3 0 2 1,792.9302 265 280 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% LVSQVISSLTASLR R F 95.0% 88.7 41 14.2 0 9 1 0 2 1,473.8635 230 243 false gi|225458970,gi|359496623,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% RTIQFVDWCPTGFK K C 95.0% 42.2 40.8 10.4 0 0 1 0 2 1,754.8685 339 352 false gi|225458970,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% TIQFVDWCPTGFK R C 95.0% 77.2 41 13.9 0 1 1 0 2 1,598.7674 340 352 false gi|225458970,gi|225429189
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% TVGGGDDAFNTFFSETGAGK K H 95.0% 94.5 40.8 12.5 0 1 1 0 2 1,977.8827 41 60 false gi|225458970
2523 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.172% 45.8% YMACCLMYR K G 95.0% 55 41 15.8 0 5 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2523 PREDICTED: FAM10 family protein At4g22670-like [Vitis vinifera] gi|147834848,gi|166407425,gi|359496418 41,026.4 87.4% 1 1 1 1 0.0859% 2.94% AMLGQWEEAAK R D 95.0% 61.9 41 11.6 0 1 0 0 2 1,233.5933 197 207 true
2523 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 7 0.601% 16.6% AVDEVTLK K D 95.0% 61.4 41.3 8.55 0 1 0 0 2 874.4881 461 468 true
2523 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 7 0.601% 16.6% ELVAVATPGQVDQVQLDR K A 95.0% 56.4 41 11 0 0 1 0 2 1,938.0293 402 419 true
2523 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 7 0.601% 16.6% EVEAIGGNVTASASR R E 95.0% 110 40.8 11.2 0 2 0 0 2 1,460.7339 141 155 true gi|225442426
2523 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 7 0.601% 16.6% LDSTILEEFVALNYTAPR R M 95.0% 30.1 40.7 11.8 0 0 1 0 2 2,052.0649 239 256 true
2523 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 7 0.601% 16.6% NPAFLDWEVSEQLEK R V 95.0% 38.2 45.4 14.5 0 0 1 0 2 1,804.8753 182 196 true
2523 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 6 6 6 7 0.601% 16.6% TAVLMNLESR K M 95.0% 59.3 43.4 11 0 1 0 0 2 1,149.5933 426 435 true
2523 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 52,446.2 99.9% 1 1 1 1 0.0859% 2.47% LAGAGIVGILQK R M 95.0% 79.1 44.4 11.1 0 1 0 0 2 1,139.7149 402 413 true
2523 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 2 2 2 2 0.172% 5.57% DAYVGDEAQSK K R 95.0% 43.5 41.7 9.55 0 1 0 0 2 1,182.5274 53 63 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
2523 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 2 2 2 2 0.172% 5.57% GYMFTTTAER R E 95.0% 55.1 42.5 12 0 1 0 0 2 1,192.5304 199 208 true
2523 PREDICTED: rab GDP dissociation inhibitor alpha [Vitis vinifera] gi|225434259 49,793.1 100.0% 2 2 2 2 0.172% 4.95% AVGVTSEGETAR K C 95.0% 85.4 40.8 12.1 0 1 0 0 2 1,176.5855 266 277 true
2523 PREDICTED: rab GDP dissociation inhibitor alpha [Vitis vinifera] gi|225434259 49,793.1 100.0% 2 2 2 2 0.172% 4.95% VPANDVEALK K S 95.0% 58.1 40.1 8.38 0 1 0 0 2 1,055.5732 118 127 true
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% AFVHWYVGEGMEEGEFSEAR R E 95.0% 64.3 40.8 14.9 0 0 4 0 2 2,346.0132 403 422 true gi|225435758,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% AVCMISNSTSVAEVFSR R I 95.0% 100 40.8 13.8 0 2 2 0 2 1,857.8832 374 390 true gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% AVFVDLEPTVIDEVR R T 95.0% 85.3 40.7 11.3 0 2 2 0 2 1,701.9059 65 79 true gi|359496623,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 64 40.5 44.9 0 0 2 0 2 2,657.2222 281 304 true gi|359496623,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% CGINYQPPTVVPGGDLAK K V 95.0% 40.5 40.9 9.56 0 2 1 0 2 1,885.9480 353 370 true gi|225435758,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% DVNAAVATIK K T 95.0% 70.6 40.8 12.4 0 2 0 0 2 1,001.5626 327 336 true gi|225435758,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% EDLAALEK R D 95.0% 59 41.1 3.73 0 2 0 0 2 888.4674 423 430 true gi|225435758,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% FDGALNVDVTEFQTNLVPYPR R I 95.0% 119 40.8 17.7 0 1 1 0 2 2,395.1930 244 264 true gi|359496623,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% FDLMYSK K R 95.0% 54 41.2 4.64 0 1 0 0 2 919.4231 395 401 true
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% IDNKFDLMYSK R R 95.0% 46.7 40.9 10.9 0 1 1 0 2 1,373.6771 391 401 true
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% IHFMLSSYAPVISAEK R A 95.0% 91.6 40.8 14.7 0 2 3 0 2 1,792.9302 265 280 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% LVSQVISSLTASLR R F 95.0% 88.7 41 14.2 0 9 1 0 2 1,473.8635 230 243 true gi|359496623,gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% RTIQFVDWCPTGFK K C 95.0% 42.2 40.8 10.4 0 0 1 0 2 1,754.8685 339 352 true gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% TIQFVDWCPTGFK R C 95.0% 77.2 41 13.9 0 1 1 0 2 1,598.7674 340 352 true gi|225452767,gi|225429189
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% TVGGGDDAFNTFFSETGAGK K H 95.0% 94.5 40.8 12.5 0 1 1 0 2 1,977.8827 41 60 true gi|225452767
2523 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 16 16 25 51 4.38% 48.1% YMACCLMYR K G 95.0% 55 41 15.8 0 5 0 0 2 1,267.5091 312 320 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% AFVHWYVGEGMEEGEFSEAR R E 95.0% 61.1 40.8 12.7 0 0 2 0 2 2,346.0132 403 422 false gi|225458970,gi|225435758,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% AVCMISNSTSVAEVFSR R I 95.0% 113 40.9 13.6 0 2 2 0 2 1,873.8781 374 390 false gi|225458970,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% AVFVDLEPTVIDEVR R T 95.0% 89.1 40.7 10.8 0 2 1 0 2 1,701.9059 65 79 false gi|225458970,gi|359496623
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 70 40.5 11.2 0 0 2 0 2 2,641.2272 281 304 false gi|225458970,gi|359496623,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% CGINYQPPTVVPGGDLAK K V 95.0% 81.2 40.9 10.4 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225435758,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% EIVDLCLDR K I 95.0% 62.5 41.1 8.56 0 1 0 0 2 1,132.5669 113 121 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% FDGALNVDVTEFQTNLVPYPR R I 95.0% 108 40.8 14.8 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|359496623,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% IHFMLSSYAPVISAEK R A 95.0% 86.4 40.7 44.9 0 2 2 0 2 1,808.9252 265 280 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% LADNCTGLQGFLVFNAVGGGTGSG K L 95.0% 56.3 40.2 9.93 0 0 1 0 2 3,193.6315 125 156 false gi|225458970,gi|225435758,gi|359496623
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% LVSQVISSLTASLR R F 95.0% 93.7 41 15.2 0 2 1 0 2 1,473.8635 230 243 false gi|225458970,gi|359496623,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% SLDIERPTYTNLNR R L 95.0% 36.8 40.8 9.5 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% TIQFVDWCPTGFK R C 95.0% 66.6 41 14.9 0 2 1 0 2 1,598.7674 340 352 false gi|225458970,gi|225452767
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% TPGGGDDAFNTFFSETGAGK K H 95.0% 103 41 13.6 0 1 1 0 2 1,975.8671 41 60 true
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 1 14 2 2 0.189% 53.8% YMACCLMYR K G 95.0% 57 41 14.9 0 1 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|359496623,gi|225452767
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% AFVHWYVGEGMEEGEFSEAR R E 95.0% 61.1 40.8 12.7 0 0 2 0 2 2,346.0132 403 422 true gi|225435758,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% AVCMISNSTSVAEVFSR R I 95.0% 113 40.9 13.6 0 2 2 0 2 1,873.8781 374 390 true gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% AVFVDLEPTVIDEVR R T 95.0% 89.1 40.7 10.8 0 2 1 0 2 1,701.9059 65 79 true gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 70 40.5 11.2 0 0 2 0 2 2,641.2272 281 304 true gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% CGINYQPPTVVPGGDLAK K V 95.0% 81.2 40.9 10.4 0 2 1 0 2 1,885.9480 353 370 true gi|225435758,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% EIVDLCLDR K I 95.0% 62.5 41.1 8.56 0 1 0 0 2 1,132.5669 113 121 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% FDGALNVDVTEFQTNLVPYPR R I 95.0% 108 40.8 14.8 0 1 1 0 2 2,395.1930 244 264 true gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% IHFMLSSYAPVISAEK R A 95.0% 86.4 40.7 44.9 0 2 2 0 2 1,808.9252 265 280 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% LADNCTGLQGFLVFNAVGGGTGSG K L 95.0% 56.3 40.2 9.93 0 0 1 0 2 3,193.6315 125 156 true gi|225435758,gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% LVSQVISSLTASLR R F 95.0% 93.7 41 15.2 0 2 1 0 2 1,473.8635 230 243 true gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% SLDIERPTYTNLNR R L 95.0% 36.8 40.8 9.5 0 0 1 0 2 1,691.8712 216 229 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% TIQFVDWCPTGFK R C 95.0% 66.6 41 14.9 0 2 1 0 2 1,598.7674 340 352 true gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% TVGGGDDAFNTFFSETGAGK K H 95.0% 85.2 40.8 12.8 0 1 1 0 2 1,977.8827 41 60 true gi|225452767
2524 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 14 14 22 32 3.02% 53.7% YMACCLMYR K G 95.0% 57 41 14.9 0 1 0 0 2 1,267.5091 312 320 true gi|225435758,gi|359496623,gi|225452767,gi|225429189
2524 unnamed protein product [Vitis vinifera] gi|147792855,gi|297742929,gi|359482440 74,857.3 100.0% 5 5 5 5 0.473% 10.6% AWQILDQIPGR R A 95.0% 56.6 40.8 11.6 0 1 0 0 2 1,296.7061 273 283 true
2524 unnamed protein product [Vitis vinifera] gi|147792855,gi|297742929,gi|359482440 74,857.3 100.0% 5 5 5 5 0.473% 10.6% EVIALCDHPPILDK R S 95.0% 40.6 40.7 9.37 0 1 0 0 2 1,619.8465 245 258 true
2524 unnamed protein product [Vitis vinifera] gi|147792855,gi|297742929,gi|359482440 74,857.3 100.0% 5 5 5 5 0.473% 10.6% GGYMEVTGFGADVR R E 95.0% 88.4 40.8 12.6 0 1 0 0 2 1,458.6683 498 511 true
2524 unnamed protein product [Vitis vinifera] gi|147792855,gi|297742929,gi|359482440 74,857.3 100.0% 5 5 5 5 0.473% 10.6% SETQGLFSADAIER K A 95.0% 64.1 44.8 6.37 0 1 0 0 2 1,523.7337 259 272 true
2524 unnamed protein product [Vitis vinifera] gi|147792855,gi|297742929,gi|359482440 74,857.3 100.0% 5 5 5 5 0.473% 10.6% SMGYGEEDISVVSFQSVSK R G 95.0% 55.5 41.9 10.5 0 1 0 0 2 2,048.9481 470 488 true
2524 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 52,446.2 100.0% 4 4 4 4 0.378% 11.3% DGSGIGAALLAASNSK K - 95.0% 53.8 41 8.03 0 1 0 0 2 1,431.7439 469 484 true
2524 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 52,446.2 100.0% 4 4 4 4 0.378% 11.3% DMDAASINPGEQIFEK R T 95.0% 55 41.8 8.9 0 1 0 0 2 1,764.8111 295 310 true
2524 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 52,446.2 100.0% 4 4 4 4 0.378% 11.3% LAGAGIVGILQK R M 95.0% 69.6 40.2 12.9 0 1 0 0 2 1,139.7149 402 413 true
2524 PREDICTED: hexokinase-2, chloroplastic [Vitis vinifera] gi|225457987,gi|302142655 52,446.2 100.0% 4 4 4 4 0.378% 11.3% MVVEVCDTIVK K R 95.0% 38.2 41.7 9.62 0 1 0 0 2 1,292.6590 387 397 true
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% AFVHWYVGEGMEEGEFSEAR R E 95.0% 61.1 40.8 12.7 0 0 2 0 2 2,346.0132 403 422 false gi|225458970,gi|225435758,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% AVCMISNSTSVAEVFSR R I 95.0% 113 40.9 13.6 0 2 2 0 2 1,873.8781 374 390 false gi|225458970,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% AVFLDLEPTVIDEVR R T 95.0% 88.9 40.9 10.1 0 1 1 0 2 1,715.9216 65 79 true
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 70 40.5 11.2 0 0 2 0 2 2,641.2272 281 304 false gi|225458970,gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% CGINYQPPTVVPGGDLAK K V 95.0% 81.2 40.9 10.4 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225435758,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% EIVDLCLDR K I 95.0% 62.5 41.1 8.56 0 1 0 0 2 1,132.5669 113 121 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% FDGALNVDVTEFQTNLVPYPR R I 95.0% 108 40.8 14.8 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% IHFMLSSYAPVISAEK R A 95.0% 86.4 40.7 44.9 0 2 2 0 2 1,808.9252 265 280 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% LVSQVISSLTASLR R F 95.0% 93.7 41 15.2 0 2 1 0 2 1,473.8635 230 243 false gi|225458970,gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% SLDIERPTYTNLNR R L 95.0% 36.8 40.8 9.5 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% TIQFVDWCPTGFK R C 95.0% 66.6 41 14.9 0 2 1 0 2 1,598.7674 340 352 false gi|225458970,gi|225429189
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% TVGGGDDAFNTFFSETGAGK K H 95.0% 85.2 40.8 12.8 0 1 1 0 2 1,977.8827 41 60 false gi|225458970
2524 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 100.0% 1 13 2 2 0.189% 46.7% YMACCLMYR K G 95.0% 57 41 14.9 0 1 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
2524 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 3 3 3 3 0.284% 6.47% FGAMVLFPEHR R Y 95.0% 47.1 40.9 10.6 0 0 1 0 2 1,303.6616 125 135 true
2524 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 3 3 3 3 0.284% 6.47% LDHFSIADLPK R F 95.0% 23.7 40.5 9.42 0 0 1 0 2 1,255.6683 67 77 true
2524 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 3 3 3 3 0.284% 6.47% SWDVLISEGQK K N 95.0% 52.9 41 9.18 0 1 0 0 2 1,261.6424 253 263 true
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% ELVAVATPGQVDQVQLDR K A 95.0% 79.2 41 11.9 0 0 1 0 2 1,938.0293 402 419 true
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% EVEAIGGNVTASASR R E 95.0% 122 40.8 9.39 0 3 2 0 2 1,460.7339 141 155 true gi|225442426
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% LDSTILEEFVALNYTAPR R M 95.0% 46 40.7 13.7 0 1 1 0 2 2,052.0649 239 256 true
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% LLSSPLTMASYGDVIFVPSYENVSSK K F 95.0% 31.8 40.2 11 0 0 2 0 2 2,820.4013 477 502 true
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% NPAFLDWEVSEQLEK R V 95.0% 113 40.8 13.6 0 1 1 0 2 1,804.8753 182 196 true
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% TAVLMNLESR K M 95.0% 53 41 11.3 0 1 0 0 2 1,133.5983 426 435 true
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% THFALAFEVPGGWHK K E 95.0% 35.8 44.7 10.5 0 0 1 0 2 1,696.8595 307 321 true
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% TLPPLDFPLPNVALPPALPDYVEPSK K V 95.0% 28.8 40.3 11.3 0 0 2 0 2 2,800.5176 51 76 true
2524 PREDICTED: mitochondrial-processing peptidase subunit alpha [Vitis vinifera] gi|225445041 54,455.5 100.0% 9 9 13 18 1.70% 31.2% TYVPEMVELLIDSVR K N 95.0% 41.4 41 13.6 0 1 1 0 2 1,763.9249 167 181 true
2524 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 85.3% 1 1 1 1 0.0945% 3.57% SALELDLLEIIAK K A 95.0% 111 41.1 16.3 0 1 0 0 2 1,427.8358 37 49 true
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% DAEGQDVLLFIDNIFR R F 95.0% 88 40.9 15.6 0 1 2 0 2 1,864.9442 326 341 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% EAPSFVDQATEQQILVTGIK R V 95.0% 40.2 40.7 10.7 0 0 1 0 2 2,174.1342 195 214 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% ESITSFQGVLDGK K Y 95.0% 60.5 40.9 7.7 0 1 0 0 2 1,380.7007 517 529 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% IINVIGEPIDER R G 95.0% 69.5 40.8 13.3 0 1 0 0 2 1,367.7531 170 181 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% IPSAVGYQPTLATDLGGLQER R I 95.0% 137 44.3 13.6 0 1 1 0 2 2,186.1455 356 376 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% ITDEFTGAGAIGSVCQVIGAVVDVR K F 95.0% 60 40.7 13.7 0 0 1 0 2 2,534.2922 76 100 true
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% LVLEVAQHLGENMVR R T 95.0% 60.6 40.6 10.3 0 0 2 0 2 1,723.9161 121 135 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% NLQDIIAILGMDELSEDDKLTVAR K A 95.0% 58.2 40.6 44.9 0 0 2 0 2 2,688.3766 464 487 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% QISELGIYPAVDPLDSTSR R M 95.0% 59.8 41 12.9 0 0 1 0 2 2,061.0501 419 437 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% TVLIMELINNVAK K A 95.0% 73.4 40.7 12.6 0 2 1 0 2 1,457.8397 239 251 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% VGLTGLTVAEHFR R D 95.0% 49.3 40.9 9.7 0 0 1 0 2 1,399.7693 313 325 false gi|225456079
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|147838606,gi|225424142 59,910.5 85.3% 1 12 1 1 0.0945% 35.9% VVDLLAPYQR K G 95.0% 56.4 40.7 5.65 0 1 0 0 2 1,173.6627 215 224 false gi|225456079
2524 PREDICTED: oxysterol-binding protein-related protein 3A [Vitis vinifera] gi|297740362,gi|359482105 56,633.5 100.0% 3 3 3 3 0.284% 8.22% DGVVLDLVPPATK R V 95.0% 54.6 40.6 11.7 0 1 0 0 2 1,323.7521 213 225 true
2524 PREDICTED: oxysterol-binding protein-related protein 3A [Vitis vinifera] gi|297740362,gi|359482105 56,633.5 100.0% 3 3 3 3 0.284% 8.22% FLGNSLDVYPLGR K T 95.0% 79.2 41.5 8.5 0 1 0 0 2 1,450.7690 193 205 true
2524 PREDICTED: oxysterol-binding protein-related protein 3A [Vitis vinifera] gi|297740362,gi|359482105 56,633.5 100.0% 3 3 3 3 0.284% 8.22% YEVDGYVYNAAEEPK R I 95.0% 113 40.7 12.7 0 1 0 0 2 1,746.7857 268 282 true
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% AFVHWYVGEGMEEGEFSEAR R E 95.0% 61.1 40.8 12.7 0 0 2 0 2 2,346.0132 403 422 false gi|225458970,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% AIFVDLEPTVIDEVR R T 95.0% 99.7 40.9 14.4 0 2 1 0 2 1,715.9216 65 79 true
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% AVCMISNNTAVAEVFSR R I 95.0% 102 40.7 12.5 0 2 2 0 2 1,868.8992 374 390 true
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% CGINYQPPTVVPGGDLAK K V 95.0% 81.2 40.9 10.4 0 2 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% EIVDLCLDR K V 95.0% 62.5 41.1 8.56 0 1 0 0 2 1,132.5669 113 121 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% FDGAINVDITEFQTNLVPYPR R I 95.0% 39.6 40.7 9.98 0 0 1 0 2 2,409.2087 244 264 true
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% IHFMLSSYAPVISAEK R A 95.0% 86.4 40.7 44.9 0 2 2 0 2 1,808.9252 265 280 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% LADNCTGLQGFLVFNAVGGGTGSG K L 95.0% 56.3 40.2 9.93 0 0 1 0 2 3,193.6315 125 156 false gi|225458970,gi|359496623,gi|225429189
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% LISQIISSLTTSLR R F 95.0% 96.1 40.9 12.5 0 2 1 0 2 1,531.9055 230 243 true
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% SLDIERPTYTNLNR R L 95.0% 36.8 40.8 9.5 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% TVQFVDWCPTGFK R C 95.0% 41.1 41 9.57 0 1 1 0 2 1,584.7517 340 352 true
2524 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 5 12 9 13 1.23% 44.1% YMACCLMYR K G 95.0% 57 41 14.9 0 1 0 0 2 1,267.5091 312 320 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
2524 PREDICTED: N-carbamoyl-L-amino acid hydrolase-like [Vitis vinifera] gi|225432949,gi|297737174 51,511.0 85.3% 1 1 2 2 0.189% 3.80% YDGVVGVLGAIEAINVLR K R 95.0% 93 40.8 12.8 0 1 1 0 2 1,858.0434 148 165 true
2524 PREDICTED: PP2A regulatory subunit TAP46 [Vitis vinifera] gi|225455360 45,589.6 100.0% 2 2 2 2 0.189% 5.21% AFDLLEMLK K K 95.0% 74.7 44.7 10.6 0 1 0 0 2 1,079.5807 204 212 true
2524 PREDICTED: PP2A regulatory subunit TAP46 [Vitis vinifera] gi|225455360 45,589.6 100.0% 2 2 2 2 0.189% 5.21% LPTMSIEEAGLR R E 95.0% 59.6 41 5.35 0 1 0 0 2 1,316.6880 322 333 true
2524 PREDICTED: FAM10 family protein At4g22670-like [Vitis vinifera] gi|147834848,gi|166407425,gi|359496418 41,026.4 85.3% 1 1 1 1 0.0945% 3.21% LDYDEEISAVLK K K 95.0% 79.7 40.9 10 0 1 0 0 2 1,394.7051 215 226 true
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% DAEGQDVLLFIDNIFR R F 95.0% 88 40.9 15.6 0 1 2 0 2 1,864.9442 320 335 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% EAPSFVDQATEQQILVTGIK R V 95.0% 40.2 40.7 10.7 0 0 1 0 2 2,174.1342 192 211 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% ESITSFQGVLDGK K Y 95.0% 60.5 40.9 7.7 0 1 0 0 2 1,380.7007 511 523 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% IINVIGEPIDER R G 95.0% 69.5 40.8 13.3 0 1 0 0 2 1,367.7531 167 178 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% IPSAVGYQPTLATDLGGLQER R I 95.0% 137 44.3 13.6 0 1 1 0 2 2,186.1455 350 370 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% ITDEFTGAGAIGQVCQVIGAVVDVR K F 95.0% 79.3 40.7 13.6 0 0 1 0 2 2,575.3188 73 97 true
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% LVLEVAQHLGENMVR R T 95.0% 60.6 40.6 10.3 0 0 2 0 2 1,723.9161 118 132 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% NLQDIIAILGMDELSEDDKLTVAR K A 95.0% 58.2 40.6 44.9 0 0 2 0 2 2,688.3766 458 481 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% QISELGIYPAVDPLDSTSR R M 95.0% 59.8 41 12.9 0 0 1 0 2 2,061.0501 413 431 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% TVLIMELINNVAK K A 95.0% 73.4 40.7 12.6 0 2 1 0 2 1,457.8397 236 248 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% VGLTGLTVAEHFR R D 95.0% 49.3 40.9 9.7 0 0 1 0 2 1,399.7693 307 319 true gi|225424142,gi|147838606
2524 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis vinifera] gi|225456079 59,162.5 100.0% 12 12 15 19 1.80% 36.3% VVDLLAPYQR K G 95.0% 56.4 40.7 5.65 0 1 0 0 2 1,173.6627 212 221 true gi|225424142,gi|147838606
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% AVFVDLEPTVIDEVR R T 95.0% 89.1 40.7 10.8 0 2 1 0 2 1,701.9059 65 79 false gi|225458970,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% AYHEQLSVAEITNSAFEPSSMMAK K C 95.0% 70 40.5 11.2 0 0 2 0 2 2,641.2272 281 304 false gi|225458970,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% EIVDLCLDR K I 95.0% 62.5 41.1 8.56 0 1 0 0 2 1,132.5669 113 121 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% FDGALNVDVTEFQTNLVPYPR R I 95.0% 108 40.8 14.8 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% IHFMLSSYAPVISAEK R A 95.0% 86.4 40.7 44.9 0 2 2 0 2 1,808.9252 265 280 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% LADNCTGLQGFLVFNAVGGGTGSG K L 95.0% 56.3 40.2 9.93 0 0 1 0 2 3,193.6315 125 156 false gi|225458970,gi|225435758,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% LVSQVISSLTASLR R F 95.0% 93.7 41 15.2 0 2 1 0 2 1,473.8635 230 243 false gi|225458970,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% SLDIERPTYTNLNR R L 95.0% 36.8 40.8 9.5 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% TIGGGDDAFNTFFSETGAGK K H 95.0% 103 40.9 11.8 0 1 1 0 2 1,991.8984 41 60 true
2524 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 85.3% 1 10 2 2 0.189% 54.0% YMACCLMYR K G 95.0% 57 41 14.9 0 1 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
4231 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 99.8% 1 1 1 1 0.0946% 7.28% EIVEAIDEENK K S 95.0% 81.3 40.9 11.1 0 1 0 0 2 1,288.6268 71 81 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% ACFNREDDIGTYTIK K A 95.0% 67.8 40.8 11.5 0 2 0 0 2 1,802.8380 186 200 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% DKVIILGDGNPK R A 95.0% 98.2 40.9 12.2 0 2 1 0 2 1,268.7212 174 185 false gi|76559894,gi|76559896,gi|225428442
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% EDDIGTYTIK R A 95.0% 56.2 40.3 8.08 0 2 0 0 2 1,154.5578 191 200 false gi|76559894,gi|76559896,gi|225428442
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% FLPSEFGNDVDR R V 95.0% 58.5 40.9 10.5 0 2 2 0 2 1,395.6540 108 119 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% FVVQASAK K S 95.0% 67.9 40.9 8.83 0 4 0 0 2 849.4828 19 26 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% ILHIKPPNSTLSFNELVSLWESK K I 95.0% 64.1 40.7 16.7 0 0 1 0 2 2,652.4397 211 233 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% ILIIGGTGYIGK K F 95.0% 102 41.2 13.7 0 18 0 0 2 1,204.7303 7 18 false gi|76559894,gi|76559896,gi|225428442
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% ILIIGGTGYIGKFVVQASAK K S 95.0% 73 41 10.5 0 0 2 0 2 2,035.1953 7 26 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% NSGVTLLHGDLYDHDSLVK K A 95.0% 65.8 40.9 10.6 0 0 3 0 2 2,083.0457 54 72 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% QVDVVISTVGFMQLADQVK K I 95.0% 124 40.7 44.9 0 23 22 0 2 2,093.0950 76 94 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% RFLPSEFGNDVDR K V 95.0% 48.7 43 12.5 0 1 1 0 2 1,551.7551 107 119 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% SGHPTFALVR K E 95.0% 45.8 40.2 11.4 0 2 2 0 2 1,084.5898 27 36 false gi|76559894
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% SKILIIGGTGYIGKFVVQASAK K S 95.0% 47.5 40.6 11 0 0 1 0 2 2,250.3223 5 26 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% VIILGDGNPK K A 95.0% 70.5 40.1 12.4 0 2 0 0 2 1,025.5992 176 185 false gi|76559894,gi|76559896,gi|225428442
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% VYVPEEQVLK K D 95.0% 45.2 40.9 10.8 0 1 0 0 2 1,203.6620 241 250 true
4231 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 11 16 14 68 6.43% 50.3% YCTVDEYLSAFV K - 95.0% 60.1 40.6 13.3 0 3 0 0 2 1,466.6508 297 308 true
4231 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|147843260,gi|225449110 34,272.2 100.0% 2 2 2 2 0.189% 12.2% LCQLLDEYTQILIAAADNVGSNQLQN K K 95.0% 58.4 40 11.1 0 0 1 0 2 3,173.6263 18 45 true
4231 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|147843260,gi|225449110 34,272.2 100.0% 2 2 2 2 0.189% 12.2% VGSSEAALLAK K L 95.0% 76.1 40.7 7.83 0 1 0 0 2 1,045.5888 170 180 true
4231 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052,gi|296090456 29,851.7 99.9% 1 1 1 1 0.0946% 5.54% EFESDYAGFTEDGAR K W 95.0% 71.7 40.9 9.2 0 1 0 0 2 1,693.6977 181 195 true
4231 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 29 2.74% 14.4% DKVIILGDGNPK R A 95.0% 98.2 40.9 12.2 0 2 1 0 2 1,268.7212 172 183 true gi|76559892,gi|76559896,gi|225428442
4231 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 29 2.74% 14.4% EDDIGTYTIK K A 95.0% 56.2 40.3 8.08 0 2 0 0 2 1,154.5578 189 198 true gi|76559892,gi|76559896,gi|225428442
4231 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 29 2.74% 14.4% ILIIGGTGYIGK K F 95.0% 102 41.2 13.7 0 18 0 0 2 1,204.7303 7 18 true gi|76559892,gi|76559896,gi|225428442
4231 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 29 2.74% 14.4% SGHPTFALVR K E 95.0% 45.8 40.2 11.4 0 2 2 0 2 1,084.5898 27 36 true gi|76559892
4231 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 29 2.74% 14.4% VIILGDGNPK K A 95.0% 70.5 40.1 12.4 0 2 0 0 2 1,025.5992 174 183 true gi|76559892,gi|76559896,gi|225428442
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% EHISAYGEGNER K R 95.0% 66.1 40.9 10 0 1 1 0 2 1,361.6080 280 291 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% GGDNILVMCDAYTPGGEPIPTNK R R 95.0% 39.7 40.7 11.9 0 0 2 0 2 2,419.1273 84 106 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% GGDNILVMCDAYTPGGEPIPTNKR R F 95.0% 61.3 40.7 11.9 0 0 1 0 2 2,575.2284 84 107 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% HETADINTFCWGVANR R G 95.0% 119 40.9 17.6 0 1 1 0 2 1,890.8552 297 312 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% HKEHISAYGEGNER R R 95.0% 41.1 40.9 11.9 0 0 1 0 2 1,626.7619 278 291 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% IFSHPEVTAEEPWYGIEQEYTLLQK K D 95.0% 83.1 40.1 14.4 0 0 1 0 2 3,007.4726 113 137 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% IIAEYIWIGGSGNDLR K S 95.0% 88.1 40.8 14.3 0 2 1 0 2 1,776.9281 19 34 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% ITEIAGVVVSFDPKPIK R G 95.0% 57.6 40.8 9.72 0 0 1 0 2 1,813.0472 225 241 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% TLSGPVTGPAQLPK R W 95.0% 65.7 40.8 11.2 0 2 0 0 2 1,365.7739 39 52 true
4323 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,128.2 100.0% 10 10 13 16 1.07% 42.9% WNYDGSSTGQAPGEDSEVILYPQAI K D 95.0% 45.2 40.2 9.53 0 0 1 0 2 2,972.3951 53 79 true gi|1707955
4323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 3 2 2 0.133% 11.7% FLPSEFGNDVDR R V 95.0% 81.1 40.9 10.9 0 1 0 0 2 1,395.6540 108 119 true
4323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 3 2 2 0.133% 11.7% ILIIGGTGYIGK K F 95.0% 54.5 41.2 8.87 0 1 0 0 2 1,204.7303 7 18 false gi|76559894,gi|76559896,gi|225428442
4323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 3 2 2 0.133% 11.7% YCTVDEYLSAFV K - 95.0% 45.9 40.6 13.1 0 1 0 0 2 1,466.6508 297 308 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% AGPGAFVSTSEIAAQIPTHNPEAPV K I 95.0% 93.5 40.2 12.7 0 0 3 0 2 2,992.4836 50 78 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% DAVLDGGIPFNK K A 95.0% 69.6 41 11.8 0 4 0 0 2 1,245.6476 144 155 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% GAGFQGFK K V 95.0% 51.1 39.3 10.5 0 2 0 0 2 811.4098 340 347 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% GFEGLTSIVDVGGGTGATLNMIISK K Y 95.0% 84.5 40.6 44.9 0 0 20 0 2 2,453.2597 196 220 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% GINFDLPHVIDDAPSYPGVENVGGD K G 95.0% 77.9 39.6 14.4 0 0 1 0 2 3,385.6413 226 257 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% GSTSMTPTTILESDEEASLFSMQLVSA M S 95.0% 36.7 39.1 10.1 0 0 1 0 1 3,757.8475 2 36 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% GVVHIDVIMLAHNPGGK K E 95.0% 57.5 40.9 15.9 0 0 4 0 2 1,756.9529 311 327 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% KILEAYK K G 95.0% 51.1 40.8 3.86 0 1 0 0 2 864.5190 189 195 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% LLATYAVVK R C 95.0% 76.1 41 10.5 0 3 0 0 2 977.6030 82 90 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% NEDGVSVAPLLLMNQDK R V 95.0% 66.6 40.9 16.4 0 4 4 0 2 1,858.9218 117 133 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% NLPDGGVER R L 95.0% 52.2 39.9 7.08 0 1 0 0 2 956.4797 95 103 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% SALELDLLEIIAK K A 95.0% 112 41.1 16.8 0 12 3 0 2 1,427.8358 37 49 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% TEKEFEALAK R G 95.0% 62.6 40.8 9.98 0 1 0 0 2 1,165.6100 330 339 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% VFNNGMSGHSTITMK K K 95.0% 37.6 40.8 10.1 0 1 1 0 2 1,623.7618 174 188 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% VIVAECILPVAPDTSLATK K G 95.0% 78.6 40.8 9.06 0 1 0 0 2 1,997.0990 292 310 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% VLMESWYYLK K D 95.0% 74.7 40.9 14.5 0 2 0 0 2 1,347.6654 134 143 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% VVCCAFNTWIMEFCK K T 95.0% 102 40.7 14.1 0 2 2 0 2 1,964.8526 348 362 true
4323 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 18 18 22 74 4.93% 81.0% WICHDWSDAHCLK K F 95.0% 45.2 40.7 11.6 0 0 1 0 2 1,727.7419 265 277 true
4323 RecName: Full=Glutamine synthetase cytosolic isozyme 1; AltName: Full=Glutamate--ammo  gi|1707955 39,182.2 99.8% 2 3 3 3 0.200% 14.9% ALLSDLINLNLSETTEK M V 95.0% 81.6 41 12.4 0 1 1 0 1 1,916.0225 2 18 true
4323 RecName: Full=Glutamine synthetase cytosolic isozyme 1; AltName: Full=Glutamate--ammo  gi|1707955 39,182.2 99.8% 2 3 3 3 0.200% 14.9% NDGGFEVIK R K 95.0% 53.8 42.4 1.83 0 1 0 0 2 978.4892 259 267 true
4323 RecName: Full=Glutamine synthetase cytosolic isozyme 1; AltName: Full=Glutamate--ammo  gi|1707955 39,182.2 99.8% 2 3 3 3 0.200% 14.9% WNYDGSSTGQAPGEDSEVILYPQAI K D 95.0% 45.2 40.2 9.53 0 0 1 0 2 2,972.3951 53 79 false gi|147768273,gi|359473034
4323 PREDICTED: phosphoribosylaminoimidazole-succinocarboxamide synthase, chloroplastic [V  gi|225459162 43,604.9 100.0% 2 2 2 2 0.133% 6.44% LGLMTQADYDEVSR K K 95.0% 82.6 42 9.72 0 1 0 0 2 1,597.7528 234 247 true
4323 PREDICTED: phosphoribosylaminoimidazole-succinocarboxamide synthase, chloroplastic [V  gi|225459162 43,604.9 100.0% 2 2 2 2 0.133% 6.44% LPANILTPTTK K A 95.0% 63.5 40 7.29 0 1 0 0 2 1,168.6938 208 218 true
4323 PREDICTED: alpha-1,4-glucan-protein synthase [UDP-forming] 2 [Vitis vinifera] gi|225423424 40,985.0 100.0% 1 1 1 1 0.0666% 2.77% YVDAVLTVPK R G 95.0% 64.7 40.9 10.4 0 1 0 0 2 1,104.6300 193 202 true
4323 PREDICTED: peroxidase 12-like [Vitis vinifera] gi|359493149 39,166.8 100.0% 3 3 3 3 0.200% 8.06% AAAFQIIDELR R E 95.0% 84.4 40.8 10.9 0 1 0 0 2 1,246.6791 118 128 true
4323 PREDICTED: peroxidase 12-like [Vitis vinifera] gi|359493149 39,166.8 100.0% 3 3 3 3 0.200% 8.06% DIGNAAGLLR K L 95.0% 59.7 42.2 9.56 0 1 0 0 2 999.5583 72 81 true
4323 PREDICTED: peroxidase 12-like [Vitis vinifera] gi|359493149 39,166.8 100.0% 3 3 3 3 0.200% 8.06% YYVDLVHR K Q 95.0% 35.2 41 9.21 0 0 1 0 2 1,064.5523 271 278 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% AVLEGPITFAEMYR K R 95.0% 97.5 41 44.9 0 4 1 0 2 1,596.8091 311 324 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% DALTNACVDMDQK K V 95.0% 61.7 40.6 10.6 0 1 1 0 2 1,480.6409 184 196 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% EIVTYFSYPLR R T 95.0% 62.2 40.8 10.4 0 1 0 0 2 1,387.7256 129 139 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% GGFIVSSHLQGEAVQDWR K E 95.0% 50.6 42 10.4 0 0 2 0 2 1,985.9829 111 128 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% HTDPGTITLLLQDQVGGLQATR R D 95.0% 61.5 40.8 11.1 0 0 2 0 2 2,334.2417 217 238 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% IVEACEDWGIFQVVNHGVDSNLISE K L 95.0% 107 39.9 10.8 0 0 1 0 2 3,218.5247 60 87 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% KGGFIVSSHLQGEAVQDWR K E 95.0% 32.8 40.9 12 0 0 1 0 2 2,114.0779 110 128 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% LLEVLSEAMDLDK K D 95.0% 123 40.9 17.4 0 3 2 0 2 1,475.7664 171 183 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% LLEVLSEAMDLDKDALTNACVDMDQ K V 95.0% 66.1 40.6 11.7 0 0 1 0 2 2,953.3844 171 196 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% LSIATFQNPAPEATVYPLK R I 95.0% 79.8 40.9 12.8 0 1 1 0 2 2,060.1064 286 304 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% TLQSSFVR K D 95.0% 51.7 40.4 8.53 0 1 0 0 2 937.5101 14 21 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% VAYNDFSNEIPVISLEGIDEVGGR K R 95.0% 54.8 40.6 11.9 0 0 1 0 2 2,593.2782 29 52 true
4323 PREDICTED: naringenin,2-oxoglutarate 3-dioxygenase [Vitis vinifera] gi|225431140 40,795.8 100.0% 13 13 18 27 1.80% 52.3% VVVNFYPQCPQPDLTLGLK K R 95.0% 54.9 40.7 12.5 0 1 2 0 2 2,188.1474 197 215 true
4323 PREDICTED: UDP-arabinopyranose mutase 1 [Vitis vinifera] gi|225456550 40,781.0 89.4% 1 1 1 1 0.0666% 3.91% ECTTVQKCYIELSK K Q 95.0% 63.2 40.8 10.2 0 1 0 0 2 1,758.8403 300 313 true
4323 PREDICTED: probable protein disulfide-isomerase A6 isoform 1 [Vitis vinifera] gi|225450626 39,251.5 100.0% 5 5 6 6 0.400% 23.0% DLEDFVTFINDK R C 95.0% 71.6 40.6 14.6 0 1 0 0 2 1,455.7004 236 247 true
4323 PREDICTED: probable protein disulfide-isomerase A6 isoform 1 [Vitis vinifera] gi|225450626 39,251.5 100.0% 5 5 6 6 0.400% 23.0% IAAVPSNVVVLTSDSFDEVVLNEK K K 95.0% 57 40.6 9.98 0 0 1 0 2 2,545.3396 135 158 true
4323 PREDICTED: probable protein disulfide-isomerase A6 isoform 1 [Vitis vinifera] gi|225450626 39,251.5 100.0% 5 5 6 6 0.400% 23.0% SAEALAEFVNNEGGTNVK R I 95.0% 96.6 40.7 12.1 0 1 1 0 2 1,849.8926 117 134 true
4323 PREDICTED: probable protein disulfide-isomerase A6 isoform 1 [Vitis vinifera] gi|225450626 39,251.5 100.0% 5 5 6 6 0.400% 23.0% SEGDVVIANLDADK K Y 95.0% 98.9 41.3 9.91 0 1 0 0 2 1,445.7120 189 202 true
4323 PREDICTED: probable protein disulfide-isomerase A6 isoform 1 [Vitis vinifera] gi|225450626 39,251.5 100.0% 5 5 6 6 0.400% 23.0% YGVSGYPTIQWFPK K G 95.0% 60.3 40.7 12.8 0 1 0 0 2 1,642.8265 91 104 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% AAEVTSEANSWAEK K E 95.0% 91.9 40.9 14.6 0 1 0 0 2 1,492.6913 131 144 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% DSNLVLSPLSIHVVLSLVAAGSK K G 95.0% 74.3 40.9 10.4 0 0 1 0 2 2,319.3283 28 50 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% EDMTGVVLFIGHVLNPLAG R - 95.0% 42.7 40.8 10.7 0 1 0 0 2 1,998.0368 371 389 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% EVLPPGSVDSSTR K L 95.0% 79.3 40.8 9.2 0 2 0 0 2 1,343.6802 152 164 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% GATLDQLLSFLK K S 95.0% 78 40.9 11.9 0 1 0 0 2 1,305.7415 51 62 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% LIFANALYFK R G 95.0% 63.9 40.5 12.4 0 2 0 0 2 1,199.6823 165 174 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% QCIGNQNDVALGIAK R H 95.0% 82.2 40.8 10.4 0 1 0 0 2 1,600.8114 5 19 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% SFIEVNEEGTEAAAASVGVVK K L 95.0% 47.8 40.9 10.6 0 0 1 0 2 2,107.0553 327 347 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% SFSMYFFLPDAK R D 95.0% 76.3 40.8 11.2 0 1 0 0 2 1,452.6868 233 244 true
4323 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 10 10 10 12 0.799% 38.3% VGSDSAFLDR K H 95.0% 104 40.6 10.2 0 1 0 0 2 1,066.5164 254 263 true
3118 PREDICTED: ribulose-phosphate 3-epimerase, cytoplasmic isoform-like [Vitis vinifera] gi|225452134 24,023.9 100.0% 2 2 2 2 0.220% 10.4% AGASGFTFHVEVSK K E 95.0% 47 40.8 10.3 0 0 1 0 2 1,436.7168 83 96 true
3118 PREDICTED: ribulose-phosphate 3-epimerase, cytoplasmic isoform-like [Vitis vinifera] gi|225452134 24,023.9 100.0% 2 2 2 2 0.220% 10.4% ENWQELVER K I 95.0% 53.8 40.7 7.39 0 1 0 0 2 1,202.5800 97 105 true
3118 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 5 5 5 6 0.659% 27.6% ESGSTMAVVAAQTK R A 95.0% 81.8 40.9 5.96 0 2 0 0 2 1,395.6785 136 149 true
3118 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 5 5 5 6 0.659% 27.6% SLLAESNEFVGDK R V 95.0% 74.9 40.9 11.8 0 1 0 0 2 1,408.6955 101 113 true
3118 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 5 5 5 6 0.659% 27.6% VAYALSQGLK K V 95.0% 58.5 40.9 9.5 0 1 0 0 2 1,049.5990 114 123 true
3118 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 5 5 5 6 0.659% 27.6% VIACVGETLEQR K E 95.0% 87 42.2 13.1 0 1 0 0 2 1,374.7047 124 135 true gi|147784332
3118 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 5 5 5 6 0.659% 27.6% VSSWDNIVLAYEPVWAIGTGK K V 95.0% 55.6 40.7 9.4 0 0 1 0 2 2,305.1864 155 175 true
3118 PREDICTED: probable ribose-5-phosphate isomerase [Vitis vinifera] gi|225451299 30,227.7 100.0% 3 3 4 4 0.439% 20.8% EISSFEGVVEHGLFLDMATAVIIAGK K D 95.0% 60.9 40.5 10.1 0 0 1 0 2 2,749.4120 250 275 true
3118 PREDICTED: probable ribose-5-phosphate isomerase [Vitis vinifera] gi|225451299 30,227.7 100.0% 3 3 4 4 0.439% 20.8% SGMVLGLGTGSTAAFVVAK K L 95.0% 89.1 41 10.6 0 1 0 0 2 1,781.9468 69 87 true
3118 PREDICTED: probable ribose-5-phosphate isomerase [Vitis vinifera] gi|225451299 30,227.7 100.0% 3 3 4 4 0.439% 20.8% TGQLSDIVGVPTSK K R 95.0% 49.1 40.9 10.6 0 1 1 0 2 1,401.7586 94 107 true
3118 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 4 4 5 5 0.549% 24.7% ESIPVTQLVR K E 95.0% 73.7 40.1 6.11 0 1 0 0 2 1,141.6576 103 112 true
3118 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 4 4 5 5 0.549% 24.7% KLPSILVDEASVQK K I 95.0% 40.5 40.7 10.4 0 1 1 0 2 1,526.8790 51 64 true
3118 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 4 4 5 5 0.549% 24.7% VLTPAEIDDYLAEVE R - 95.0% 57.8 40.9 14 0 1 0 0 2 1,676.8267 221 235 true
3118 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 4 4 5 5 0.549% 24.7% YTDDMELDDAVHTAILTLK R E 95.0% 91 40.8 7.64 0 0 1 0 2 2,164.0482 178 196 true
3118 hypothetical protein VITISV_041106 [Vitis vinifera] gi|147820248 24,364.9 100.0% 2 2 2 2 0.220% 12.0% LNEGLGDEEK R E 95.0% 55.4 41 4.28 0 1 0 0 2 1,103.5217 129 138 true
3118 hypothetical protein VITISV_041106 [Vitis vinifera] gi|147820248 24,364.9 100.0% 2 2 2 2 0.220% 12.0% SSSSASSQIIEHVVLFK M V 95.0% 71.9 42 12 0 1 0 0 1 1,860.9701 2 18 true
3118 unnamed protein product [Vitis vinifera] gi|302142499 25,368.6 99.8% 2 2 2 2 0.220% 10.4% EVVGTTDSVMGLPK K A 95.0% 60.5 41.9 7.57 0 1 0 0 2 1,432.7354 207 220 true
3118 unnamed protein product [Vitis vinifera] gi|302142499 25,368.6 99.8% 2 2 2 2 0.220% 10.4% IILGSASVAR K R 95.0% 64.1 40.5 7.62 0 1 0 0 2 986.5993 10 19 true
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% ATNQEAGR M H 95.0% 62.5 41.1 8.53 0 1 0 0 1 888.4170 2 9 true
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% EGPALPVLDQMIEDGK K Y 95.0% 62.7 40.7 11.1 0 5 2 0 2 1,711.8575 132 147 true gi|147769443
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% ENYELGLPVIQK K A 95.0% 58.8 40.8 11.6 0 1 1 0 2 1,402.7578 110 121 true
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% IEICMLPVGDGITLCR R R 95.0% 91.6 40.8 15.2 0 4 3 0 2 1,862.9177 224 239 true
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% ILAMDINK K E 95.0% 61.4 41.1 11.7 0 3 0 0 2 933.5076 102 109 true
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% LIDLVK R V 95.0% 52.4 40.2 5.72 0 1 0 0 2 700.4605 171 176 true gi|147769443
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% NTMEIGVYTGYSLLATALALPDDGK K I 95.0% 51.5 40.6 11 0 0 2 0 2 2,613.3120 77 101 true gi|147769443
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% VGGIIGYDNTLWNGSVVAPPDAPLR K K 95.0% 54 40.7 11.6 0 0 1 0 2 2,581.3412 177 201 true gi|147769443
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% VGGIIGYDNTLWNGSVVAPPDAPLR K Y 95.0% 73.2 40.6 8.13 0 0 1 0 2 2,709.4362 177 202 true gi|147769443
3118 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 10 10 13 26 2.85% 54.1% YHGSFDFIFVDADK K D 95.0% 34.5 40.9 11.3 0 0 1 0 2 1,660.7643 148 161 true
3118 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 2 2 2 2 0.220% 7.41% GGAFTGEISVEQLK K D 95.0% 74.7 45.3 12.8 0 1 0 0 2 1,435.7429 140 153 true
3118 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 2 2 2 2 0.220% 7.41% TFDVCFQQMK K A 95.0% 50.6 41.5 11.8 0 1 0 0 2 1,303.5811 208 217 true
3118 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 1 1 1 1 0.110% 3.57% SALELDLLEIIAK K A 95.0% 102 41.1 16.6 0 1 0 0 2 1,427.8358 37 49 true
3118 PREDICTED: thioredoxin domain-containing protein 9 homolog [Vitis vinifera] gi|147821198,gi|225429325 23,521.4 100.0% 2 2 2 2 0.220% 12.1% AVEDKIDEEIAALER K L 95.0% 20.5 41 11.6 0 0 1 0 2 1,700.8703 15 29 true
3118 PREDICTED: thioredoxin domain-containing protein 9 homolog [Vitis vinifera] gi|147821198,gi|225429325 23,521.4 100.0% 2 2 2 2 0.220% 12.1% LDLDDIEALR R E 95.0% 52.3 41.5 7.57 0 1 0 0 2 1,172.6160 30 39 true
3118 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 3 3 3 3 0.329% 16.7% DGSLPEVGNAVIENK K L 95.0% 79.2 40.7 13.7 0 1 0 0 2 1,541.7807 169 183 true
3118 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 3 3 3 3 0.329% 16.7% LLTEAVLESIIGK K H 95.0% 82.4 40.8 13.2 0 1 0 0 2 1,385.8252 184 196 true
3118 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 3 3 3 3 0.329% 16.7% SVGIYTDAEAK K A 95.0% 57.3 40.4 12 0 1 0 0 2 1,153.5736 122 132 true
3118 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 4 4 5 5 0.549% 25.4% DEIFSLFEGALDNLGSLR K Q 95.0% 65.3 40.8 10.3 0 1 1 0 2 1,996.0024 74 91 true
3118 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 4 4 5 5 0.549% 25.4% ITAEALMNR K F 95.0% 64.4 42.9 10.1 0 1 0 0 2 1,034.5300 28 36 true
3118 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 4 4 5 5 0.549% 25.4% SLASFPQGCFFSTAVGELR K S 95.0% 44.1 40.8 9.49 0 0 1 0 2 2,074.0063 182 200 true
3118 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 4 4 5 5 0.549% 25.4% STSTLFVASDQFGK K V 95.0% 68.1 41.2 8.77 0 1 0 0 2 1,487.7377 140 153 true
3118 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 99.8% 1 6 1 1 0.110% 40.1% EGPALPVLDQMIEDGK R Y 95.0% 62.7 40.7 11.1 0 5 2 0 2 1,711.8575 137 152 false gi|3023437
3118 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 99.8% 1 6 1 1 0.110% 40.1% ELTAKHPWNIMTTSADEGQFLNML R L 95.0% 56 40.1 10.5 0 0 1 0 2 3,004.4911 51 76 true
3118 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 99.8% 1 6 1 1 0.110% 40.1% LIDLVK R V 95.0% 52.4 40.2 5.72 0 1 0 0 2 700.4605 176 181 false gi|3023437
3118 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 99.8% 1 6 1 1 0.110% 40.1% NTMEIGVYTGYSLLATALALPDDGK K I 95.0% 51.5 40.6 11 0 0 2 0 2 2,613.3120 82 106 false gi|3023437
3118 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 99.8% 1 6 1 1 0.110% 40.1% VGGLIGYDNTLWNGSVVAPPDAPL K K 95.0% 54 40.7 11.6 0 0 1 0 2 2,581.3412 182 206 false gi|3023437
3118 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 99.8% 1 6 1 1 0.110% 40.1% VGGLIGYDNTLWNGSVVAPPDAPL K Y 95.0% 73.2 40.6 8.13 0 0 1 0 2 2,709.4362 182 207 false gi|3023437
1117 hypothetical protein VITISV_005058 [Vitis vinifera] gi|147858924,gi|359496204 18,972.8 99.8% 1 1 2 2 0.173% 8.14% LLALDGPVLSVVFK R R 95.0% 82 40.6 13.9 0 1 1 0 2 1,470.8932 157 170 true
1117 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 99.7% 1 1 1 1 0.0866% 6.87% GFEGLTSIVDVGGGTGATLNMIISK K Y 95.0% 57.4 40.6 9.23 0 0 1 0 2 2,453.2597 196 220 true
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% APGGCNNPCTVFK K T 95.0% 69.2 41 13.3 0 3 0 0 2 1,421.6302 155 167 false gi|163914227,gi|7406716
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% CPDAYSYPQDDK R T 95.0% 69.5 40.8 11.7 0 5 2 0 2 1,458.5844 193 204 false gi|8980665,gi|163914227,gi|7406716
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% CTYTVWAAASPGGGR K R 95.0% 51.5 40.8 10.3 0 3 1 0 2 1,553.7166 33 47 false gi|163914227,gi|7406716
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% DRCPDAYSYPQDDK K T 95.0% 47.8 40.8 12.4 0 2 3 0 2 1,729.7125 191 204 false gi|8980665,gi|163914227,gi|7406716
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% GIQCSVDINGQCPSELK R A 95.0% 83.3 40.8 13.1 0 1 1 0 2 1,904.8844 138 154 true
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% LDSGQSWTITVNPGTTNAR R I 95.0% 60 40.9 9.4 0 2 2 0 2 2,017.9939 49 67 false gi|163914227,gi|7406716
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% RLDSGQSWTITVNPGTTNAR R I 95.0% 64.4 40.7 11 0 1 2 0 2 2,174.0950 48 67 false gi|163914227,gi|7406716
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% TNEYCCTDGPGSCGPTTYSK K F 95.0% 95.4 40.5 8.77 0 2 2 0 2 2,254.8688 168 187 false gi|163914227,gi|7406716
1117 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 100.0% 2 9 3 4 0.346% 50.5% TSLFTCPSGTNYK K V 95.0% 66.8 40.9 10.3 0 2 0 0 2 1,475.6836 205 217 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% APDFEAEAVFDQEFIK K V 95.0% 91.6 40.8 15.3 0 2 1 0 2 1,855.8750 86 101 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% ASEAPLVGNK R A 95.0% 52 40.4 9.07 0 1 0 0 2 985.5313 76 85 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% EGIIQHATINNLAIGR K S 95.0% 76 40.9 9.97 0 1 0 0 2 1,719.9502 210 225 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% GLFIIDKEGIIQHATINNLAIGR R S 95.0% 56.7 40.6 10.6 0 0 1 0 2 2,506.4144 203 225 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% SGGLGDLKYPLVSDVTK K S 95.0% 41.8 41.3 9.7 0 0 1 0 2 1,748.9432 168 184 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% SYDVLIPDQGVALR K G 95.0% 96.5 40.9 10.4 0 1 1 0 2 1,545.8273 189 202 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% TLQALQYVQENPDEVCPAGWKPGE R S 95.0% 92.5 40.2 16.8 0 0 1 0 2 2,857.3829 233 257 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% VTLSEYIGK K K 95.0% 61.9 40.4 9.55 0 1 0 0 2 1,009.5565 102 110 true
1117 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,191.3 100.0% 9 9 11 13 1.13% 41.8% YPLVSDVTK K S 95.0% 52.2 40.6 11.2 0 2 0 0 2 1,021.5565 176 184 true
1117 thaumatin-like protein [Vitis vinifera] gi|8980665 24,355.1 92.4% 1 3 1 1 0.0866% 11.9% APDGCNNPCTVFK K T 95.0% 54 41 8.09 0 1 0 0 2 1,422.6142 159 171 true
1117 thaumatin-like protein [Vitis vinifera] gi|8980665 24,355.1 92.4% 1 3 1 1 0.0866% 11.9% CPDAYSYPQDDK R T 95.0% 69.5 40.8 11.7 0 5 2 0 2 1,458.5844 197 208 false gi|163914227,gi|7406716,gi|225426789,gi|2213852
1117 thaumatin-like protein [Vitis vinifera] gi|8980665 24,355.1 92.4% 1 3 1 1 0.0866% 11.9% DRCPDAYSYPQDDK K T 95.0% 47.8 40.8 12.4 0 2 3 0 2 1,729.7125 195 208 false gi|163914227,gi|7406716,gi|225426789,gi|2213852
1117 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 14 32 2.77% 42.8% APGGCNNPCTVFK K T 95.0% 69.2 41 13.3 0 3 0 0 2 1,421.6302 155 167 true gi|225426789,gi|2213852
1117 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 14 32 2.77% 42.8% CPDAYSYPQDDK R T 95.0% 69.5 40.8 11.7 0 5 2 0 2 1,458.5844 193 204 true gi|8980665,gi|225426789,gi|2213852
1117 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 14 32 2.77% 42.8% CTYTVWAAASPGGGR K R 95.0% 51.5 40.8 10.3 0 3 1 0 2 1,553.7166 33 47 true gi|225426789,gi|2213852
1117 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 14 32 2.77% 42.8% DRCPDAYSYPQDDK K T 95.0% 47.8 40.8 12.4 0 2 3 0 2 1,729.7125 191 204 true gi|8980665,gi|225426789,gi|2213852
1117 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 14 32 2.77% 42.8% LDSGQSWTITVNPGTTNAR R I 95.0% 60 40.9 9.4 0 2 2 0 2 2,017.9939 49 67 true gi|225426789,gi|2213852
1117 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 14 32 2.77% 42.8% RLDSGQSWTITVNPGTTNAR R I 95.0% 64.4 40.7 11 0 1 2 0 2 2,174.0950 48 67 true gi|225426789,gi|2213852
1117 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 14 32 2.77% 42.8% TNEYCCTDGPGSCGPTTYSK K F 95.0% 95.4 40.5 8.77 0 2 2 0 2 2,254.8688 168 187 true gi|225426789,gi|2213852
1117 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 14 32 2.77% 42.8% TSLFTCTSGTNYK K V 95.0% 88 40.8 11.2 0 2 0 0 2 1,479.6785 205 217 true
1117 PREDICTED: uncharacterized protein LOC100255995 [Vitis vinifera] gi|225444677 21,099.4 100.0% 2 2 2 2 0.173% 23.3% IPCAETWHFYMGEPLTVVELNEK R D 95.0% 60.5 40.2 11.5 0 0 1 0 2 2,763.3159 67 89 true
1117 PREDICTED: uncharacterized protein LOC100255995 [Vitis vinifera] gi|225444677 21,099.4 100.0% 2 2 2 2 0.173% 23.3% SELISQFPDNELFVSLLTYPE R - 95.0% 53.1 40.7 8.2 0 0 1 0 2 2,441.2124 169 189 true
1117 PREDICTED: probable prefoldin subunit 3 [Vitis vinifera] gi|225432002 20,889.8 100.0% 4 4 5 5 0.433% 30.3% ASLEVLVTDLQFLR K D 95.0% 63.7 40.9 10.9 0 1 1 0 2 1,603.9055 143 156 true
1117 PREDICTED: probable prefoldin subunit 3 [Vitis vinifera] gi|225432002 20,889.8 100.0% 4 4 5 5 0.433% 30.3% ASSSSSPAVTER M R 95.0% 53.5 42.2 7.02 0 1 0 0 1 1,220.5752 2 13 true
1117 PREDICTED: probable prefoldin subunit 3 [Vitis vinifera] gi|225432002 20,889.8 100.0% 4 4 5 5 0.433% 30.3% DQVTITQVTIAR R V 95.0% 83.7 40.9 12.4 0 1 0 0 2 1,344.7483 157 168 true
1117 PREDICTED: probable prefoldin subunit 3 [Vitis vinifera] gi|225432002 20,889.8 100.0% 4 4 5 5 0.433% 30.3% GTGEPLIADFEVSEGIYSR K A 95.0% 37.4 41.4 10.1 0 0 1 0 2 2,039.9922 86 104 true
4232 PREDICTED: 3-mercaptopyruvate sulfurtransferase [Vitis vinifera] gi|225465012 41,804.4 99.8% 2 2 2 2 0.414% 6.05% IWVLDGGLPTWR R A 95.0% 47.9 40.6 10 0 1 0 0 2 1,412.7687 190 201 true
4232 PREDICTED: 3-mercaptopyruvate sulfurtransferase [Vitis vinifera] gi|225465012 41,804.4 99.8% 2 2 2 2 0.414% 6.05% QAVGPITFQTR R F 95.0% 73 41.1 6.69 0 1 0 0 2 1,217.6638 233 243 true
4232 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 3 3 3 3 0.621% 29.3% ELTAQHPWNIMTTSADEGQFLNML R L 95.0% 50.6 40.2 8.78 0 0 1 0 2 2,988.4597 46 71 true
4232 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 3 3 3 3 0.621% 29.3% NTMEIGVYTGYSLLATALALPDDGK K I 95.0% 31 40.6 12.2 0 0 1 0 2 2,613.3120 77 101 true gi|147769443
4232 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=Trans-caffeoyl-CoA 3-O-m   gi|3023437 27,217.6 100.0% 3 3 3 3 0.621% 29.3% SLLQSDALYQYILETSVYPR K E 95.0% 51.2 40.9 10.4 0 0 1 0 2 2,359.2181 17 36 true gi|147769443
4232 PREDICTED: homoserine kinase-like [Vitis vinifera] gi|147773819,gi|225445840,gi|297743657 38,539.4 99.8% 1 1 1 1 0.207% 3.80% TLTADPQPVFTSVK K S 95.0% 58.8 41.1 12.3 0 1 0 0 2 1,503.8055 37 50 true
4232 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic-like [Vitis vinifera] gi|225441423,gi|297739845 41,562.1 100.0% 8 8 10 11 2.28% 34.0% AFIAGVADDNGYGWAIAK R S 95.0% 80.8 40.8 13.1 0 1 1 0 2 1,838.9073 96 113 true
4232 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic-like [Vitis vinifera] gi|225441423,gi|297739845 41,562.1 100.0% 8 8 10 11 2.28% 34.0% AIGFIDMMINYSLANAPLQK K E 95.0% 40.5 40.9 9.24 0 0 1 0 2 2,226.1300 318 337 true
4232 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic-like [Vitis vinifera] gi|225441423,gi|297739845 41,562.1 100.0% 8 8 10 11 2.28% 34.0% HFLPIMNPGGASISLTYIASER K I 95.0% 54.4 40.7 9.25 0 0 1 0 2 2,374.2225 247 268 true
4232 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic-like [Vitis vinifera] gi|225441423,gi|297739845 41,562.1 100.0% 8 8 10 11 2.28% 34.0% IIPGYGGGMSSAK R A 95.0% 53.6 40.4 7.31 0 1 0 0 2 1,253.6197 269 281 true
4232 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic-like [Vitis vinifera] gi|225441423,gi|297739845 41,562.1 100.0% 8 8 10 11 2.28% 34.0% KLPDGSLMEITK R V 95.0% 30.6 40.9 9.42 0 0 1 0 2 1,331.7242 148 159 true
4232 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic-like [Vitis vinifera] gi|225441423,gi|297739845 41,562.1 100.0% 8 8 10 11 2.28% 34.0% VNTISAGPLGSR R A 95.0% 60.8 40.7 4.22 0 1 0 0 2 1,171.6430 303 314 true
4232 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic-like [Vitis vinifera] gi|225441423,gi|297739845 41,562.1 100.0% 8 8 10 11 2.28% 34.0% VYPLDAVFDSLDDVPEDVK K T 95.0% 39.2 40.9 9.79 0 0 2 0 2 2,136.0386 160 178 true
4232 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloroplastic-like [Vitis vinifera] gi|225441423,gi|297739845 41,562.1 100.0% 8 8 10 11 2.28% 34.0% YAGSSNWTVQEVAESVK R Q 95.0% 80.3 40.9 11.9 0 1 1 0 2 1,854.8867 183 199 true
4232 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 10 2.07% 14.4% DKVIILGDGNPK R A 95.0% 93.9 40.9 11.8 0 1 1 0 2 1,268.7212 172 183 true gi|76559892,gi|76559896,gi|225428442
4232 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 10 2.07% 14.4% EDDIGTYTIK K A 95.0% 55.7 40.3 7.68 0 2 0 0 2 1,154.5578 189 198 true gi|76559892,gi|76559896,gi|225428442
4232 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 10 2.07% 14.4% ILIIGGTGYIGK K F 95.0% 84.8 41.2 44.9 0 2 0 0 2 1,204.7303 7 18 true gi|76559892,gi|76559896,gi|225428442
4232 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 10 2.07% 14.4% SGHPTFALVR K E 95.0% 26 40.2 10.4 0 1 1 0 2 1,084.5898 27 36 true gi|76559892
4232 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 5 5 7 10 2.07% 14.4% VIILGDGNPK K A 95.0% 72.6 40.1 13 0 2 0 0 2 1,025.5992 174 183 true gi|76559892,gi|76559896,gi|225428442
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% ACFNREDDIGTYTIK K A 95.0% 69.8 40.8 10.5 0 1 0 0 2 1,802.8380 186 200 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% DKVIILGDGNPK R A 95.0% 93.9 40.9 11.8 0 1 1 0 2 1,268.7212 174 185 false gi|76559894,gi|76559896,gi|225428442
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% EDDIGTYTIK R A 95.0% 55.7 40.3 7.68 0 2 0 0 2 1,154.5578 191 200 false gi|76559894,gi|76559896,gi|225428442
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% FLPSEFGNDVDR R V 95.0% 65.4 40.9 11.9 0 2 1 0 2 1,395.6540 108 119 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% FVVQASAK K S 95.0% 68 40.9 5.99 0 2 0 0 2 849.4828 19 26 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% ILHIKPPNSTLSFNELVSLWESK K I 95.0% 84.3 40.7 12.6 0 0 1 0 2 2,652.4397 211 233 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% ILIIGGTGYIGK K F 95.0% 84.8 41.2 44.9 0 2 0 0 2 1,204.7303 7 18 false gi|76559894,gi|76559896,gi|225428442
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% NSGVTLLHGDLYDHDSLVK K A 95.0% 60 40.9 11.2 0 0 1 0 2 2,083.0457 54 72 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% QVDVVISTVGFMQLADQVK K I 95.0% 111 40.7 13.9 0 4 6 0 2 2,093.0950 76 94 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% RFLPSEFGNDVDR K V 95.0% 48.1 40.7 12.9 0 0 1 0 2 1,551.7551 107 119 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% SGHPTFALVR K E 95.0% 26 40.2 10.4 0 1 1 0 2 1,084.5898 27 36 false gi|76559894
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% VIILGDGNPK K A 95.0% 72.6 40.1 13 0 2 0 0 2 1,025.5992 176 185 false gi|76559894,gi|76559896,gi|225428442
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% VNAVEPAK R S 95.0% 55.9 39.7 7.59 0 1 0 0 2 827.4621 120 127 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% VYVPEEQVLK K D 95.0% 51.6 40.9 11.8 0 1 0 0 2 1,203.6620 241 250 true
4232 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 10 15 12 23 4.76% 52.3% YCTVDEYLSAFV K - 95.0% 58.2 40.6 12.6 0 2 0 0 2 1,466.6508 297 308 true
4232 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 90.8% 1 3 1 1 0.207% 28.7% ELTAKHPWNIMTTSADEGQFLNML R L 95.0% 50.6 40.2 8.78 0 0 1 0 2 2,988.4961 51 76 true
4232 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 90.8% 1 3 1 1 0.207% 28.7% NTMEIGVYTGYSLLATALALPDDGK K I 95.0% 31 40.6 12.2 0 0 1 0 2 2,613.3120 82 106 false gi|3023437
4232 hypothetical protein VITISV_037012 [Vitis vinifera] gi|147769443 27,806.4 90.8% 1 3 1 1 0.207% 28.7% SLLQSDALYQYILETSVYPR K E 95.0% 51.2 40.9 10.4 0 0 1 0 2 2,359.2181 22 41 false gi|3023437
1414 PREDICTED: uncharacterized protein LOC100245387 [Vitis vinifera] gi|302143403,gi|359485436 55,890.6 100.0% 2 2 2 2 0.256% 5.01% DGETLVLQIK K N 95.0% 67.8 45.3 8.02 0 1 0 0 2 1,115.6309 386 395 true
1414 PREDICTED: uncharacterized protein LOC100245387 [Vitis vinifera] gi|302143403,gi|359485436 55,890.6 100.0% 2 2 2 2 0.256% 5.01% FFEQQSMNNLSLEEK K T 95.0% 69.1 41.2 8.66 0 1 0 0 2 1,843.8531 406 420 true
1414 PREDICTED: uncharacterized protein LOC100252741 [Vitis vinifera] gi|359477457 36,334.2 99.8% 2 2 2 2 0.256% 7.23% DLYAVFEGLITR K N 95.0% 38.2 45.3 10.2 0 0 1 0 2 1,396.7472 318 329 true
1414 PREDICTED: uncharacterized protein LOC100252741 [Vitis vinifera] gi|359477457 36,334.2 99.8% 2 2 2 2 0.256% 7.23% VSALESEASALR R S 95.0% 86.9 42.2 8.14 0 1 0 0 2 1,232.6480 44 55 true
1414 PREDICTED: LOW QUALITY PROTEIN: probable nucleoredoxin 1-like [Vitis vinifera] gi|147799889,gi|297739052,gi|359473194 64,974.6 100.0% 2 2 2 2 0.256% 4.90% FAELEEIEK K A 95.0% 55.1 42.5 10.3 0 1 0 0 2 1,107.5569 317 325 true
1414 PREDICTED: LOW QUALITY PROTEIN: probable nucleoredoxin 1-like [Vitis vinifera] gi|147799889,gi|297739052,gi|359473194 64,974.6 100.0% 2 2 2 2 0.256% 4.90% MDSENVDGVAHDLVSLLTR - E 95.0% 59.2 40.8 0 0 0 1 0 2 2,129.0181 1 19 true
1414 PREDICTED: heat shock cognate protein 80-like [Vitis vinifera] gi|147770307,gi|359495606 79,997.6 100.0% 3 3 3 4 0.512% 4.86% ADLVNNLGTIAR K S 95.0% 56.8 40.8 9.78 0 1 0 0 2 1,256.6958 88 99 true gi|159459822
1414 PREDICTED: heat shock cognate protein 80-like [Vitis vinifera] gi|147770307,gi|359495606 79,997.6 100.0% 3 3 3 4 0.512% 4.86% EDQLEYLEER K R 95.0% 61.2 40.6 10.2 0 1 0 0 2 1,323.6064 180 189 true gi|159459822
1414 PREDICTED: heat shock cognate protein 80-like [Vitis vinifera] gi|147770307,gi|359495606 79,997.6 100.0% 3 3 3 4 0.512% 4.86% EIISNSSDALDK R I 95.0% 69.3 41 8.88 0 2 0 0 2 1,291.6377 34 45 true
1414 PREDICTED: (+)-neomenthol dehydrogenase [Vitis vinifera] gi|225454097,gi|359489616 32,325.1 99.8% 2 2 2 2 0.256% 7.74% AVLSDAENLTEER K V 95.0% 100 42.3 9.47 0 1 0 0 2 1,446.7071 181 193 true
1414 PREDICTED: (+)-neomenthol dehydrogenase [Vitis vinifera] gi|225454097,gi|359489616 32,325.1 99.8% 2 2 2 2 0.256% 7.74% VDEVLNQFLK R D 95.0% 66.7 41.8 9.91 0 1 0 0 2 1,204.6573 194 203 true
1414 heat shock protein 90 [Vitis pseudoreticulata] gi|159459822 80,187.7 85.3% 1 3 1 1 0.128% 4.86% ADLVNNLGTIAR K S 95.0% 56.8 40.8 9.78 0 1 0 0 2 1,256.6958 88 99 false gi|147770307,gi|359495606
1414 heat shock protein 90 [Vitis pseudoreticulata] gi|159459822 80,187.7 85.3% 1 3 1 1 0.128% 4.86% EDQLEYLEER K R 95.0% 61.2 40.6 10.2 0 1 0 0 2 1,323.6064 180 189 false gi|147770307,gi|359495606
1414 heat shock protein 90 [Vitis pseudoreticulata] gi|159459822 80,187.7 85.3% 1 3 1 1 0.128% 4.86% ELISNASDALDK R I 95.0% 79.5 40.9 6.46 0 1 0 0 2 1,275.6428 34 45 true
1414 PREDICTED: bifunctional nitrilase/nitrile hydratase NIT4B-like [Vitis vinifera] gi|225464870 37,609.4 100.0% 5 5 5 5 0.640% 19.3% ATVVQASTVFYDTPATLDK R A 95.0% 109 41.4 13 0 1 0 0 2 2,027.0333 30 48 true
1414 PREDICTED: bifunctional nitrilase/nitrile hydratase NIT4B-like [Vitis vinifera] gi|225464870 37,609.4 100.0% 5 5 5 5 0.640% 19.3% GIEIYCAPTADAR K D 95.0% 60.8 40.8 11.7 0 1 0 0 2 1,436.6840 205 217 true
1414 PREDICTED: bifunctional nitrilase/nitrile hydratase NIT4B-like [Vitis vinifera] gi|225464870 37,609.4 100.0% 5 5 5 5 0.640% 19.3% IGAAICWENR K M 95.0% 42.2 40.8 9.87 0 1 0 0 2 1,189.5783 184 193 true
1414 PREDICTED: bifunctional nitrilase/nitrile hydratase NIT4B-like [Vitis vinifera] gi|225464870 37,609.4 100.0% 5 5 5 5 0.640% 19.3% VYLVMGVIER K D 95.0% 52.2 40.9 9.63 0 1 0 0 2 1,178.6602 122 131 true
1414 PREDICTED: bifunctional nitrilase/nitrile hydratase NIT4B-like [Vitis vinifera] gi|225464870 37,609.4 100.0% 5 5 5 5 0.640% 19.3% YHAAAIDVPGPEVDR K L 95.0% 28.8 41 11 0 0 1 0 2 1,609.7970 98 112 true
1414 PREDICTED: succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial [Vitis vinifera] gi|225438067 45,384.1 100.0% 3 3 3 3 0.384% 8.98% GVAVGSIEEVR K K 95.0% 51.9 40.6 10.5 0 1 0 0 2 1,115.6055 49 59 true
1414 PREDICTED: succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial [Vitis vinifera] gi|225438067 45,384.1 100.0% 3 3 3 3 0.384% 8.98% SSAGPIIIACR R K 95.0% 75.1 40.6 11 0 1 0 0 2 1,144.6144 152 162 true
1414 PREDICTED: succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial [Vitis vinifera] gi|225438067 45,384.1 100.0% 3 3 3 3 0.384% 8.98% VPIDVFQGITDEDAAK K V 95.0% 65.7 44.2 11.8 0 1 0 0 2 1,717.8646 182 197 true
1414 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 99.8% 1 1 1 1 0.128% 3.57% SALELDLLEIIAK K A 95.0% 91.1 41.1 14.3 0 1 0 0 2 1,427.8358 37 49 true
1414 PREDICTED: patatin group A-3-like [Vitis vinifera] gi|147768494,gi|147777231,gi|147861175,gi| 45,190.4 85.3% 1 1 1 1 0.128% 2.91% FLVISLGTGSSK R A 95.0% 67.2 41 9.31 0 1 0 0 2 1,208.6886 254 265 true
1414 PREDICTED: V-type proton ATPase subunit d2 [Vitis vinifera] gi|225452712 40,654.4 100.0% 7 7 11 12 1.54% 29.6% AVNITINSIGTELTR R D 95.0% 80.7 40.7 13 0 1 1 0 2 1,601.8858 220 234 true
1414 PREDICTED: V-type proton ATPase subunit d2 [Vitis vinifera] gi|225452712 40,654.4 100.0% 7 7 11 12 1.54% 29.6% AYLEDFYQFCQK K L 95.0% 84 40.6 16.5 0 1 1 0 2 1,611.7149 188 199 true
1414 PREDICTED: V-type proton ATPase subunit d2 [Vitis vinifera] gi|225452712 40,654.4 100.0% 7 7 11 12 1.54% 29.6% ITSEDLDDMNIEIMR R N 95.0% 74.7 40.7 10.9 0 1 0 0 2 1,794.8251 168 182 true
1414 PREDICTED: V-type proton ATPase subunit d2 [Vitis vinifera] gi|225452712 40,654.4 100.0% 7 7 11 12 1.54% 29.6% LVLVDTPLAPYFSER R I 95.0% 52.9 40.9 12.7 0 1 1 0 2 1,719.9317 153 167 true
1414 PREDICTED: V-type proton ATPase subunit d2 [Vitis vinifera] gi|225452712 40,654.4 100.0% 7 7 11 12 1.54% 29.6% MSYGESQMLDK K A 95.0% 89.4 40.9 10.7 0 2 0 0 2 1,304.5499 281 291 true
1414 PREDICTED: V-type proton ATPase subunit d2 [Vitis vinifera] gi|225452712 40,654.4 100.0% 7 7 11 12 1.54% 29.6% NLMWISECVAQNQK R S 95.0% 71.2 41.9 13.8 0 1 1 0 2 1,720.8146 327 340 true
1414 PREDICTED: V-type proton ATPase subunit d2 [Vitis vinifera] gi|225452712 40,654.4 100.0% 7 7 11 12 1.54% 29.6% SGLLTAADYNNLCQCETLDDIK R M 95.0% 71.8 40.8 12.4 0 0 1 0 2 2,514.1491 25 46 true
1414 PREDICTED: uncharacterized protein At2g17340 [Vitis vinifera] gi|225428330 41,022.0 100.0% 2 2 2 2 0.256% 11.7% GIFAGNIFDLGSAQLAEVFSK R D 95.0% 55.3 40.7 10 0 0 1 0 2 2,184.1337 158 178 true
1414 PREDICTED: uncharacterized protein At2g17340 [Vitis vinifera] gi|225428330 41,022.0 100.0% 2 2 2 2 0.256% 11.7% MESSSELVAFPLLLTPIESNYR - A 95.0% 55.2 40.7 0 0 0 1 0 2 2,554.2746 1 22 true
1414 PREDICTED: uncharacterized protein LOC100852496 [Vitis vinifera] gi|359490466 29,075.3 100.0% 6 6 9 15 1.92% 28.0% APEPYYTAPYGVPPPPGTR R G 95.0% 72 40.9 9.33 0 1 1 0 2 2,030.0020 141 159 true
1414 PREDICTED: uncharacterized protein LOC100852496 [Vitis vinifera] gi|359490466 29,075.3 100.0% 6 6 9 15 1.92% 28.0% DVVDDVGFGVEAFR R T 95.0% 79.7 40.8 14.6 0 0 1 0 2 1,524.7330 100 113 true
1414 PREDICTED: uncharacterized protein LOC100852496 [Vitis vinifera] gi|359490466 29,075.3 100.0% 6 6 9 15 1.92% 28.0% HGSLKPYAVVWVEPNAK R C 95.0% 73.8 40.8 13 0 1 1 0 2 1,895.0174 24 40 true
1414 PREDICTED: uncharacterized protein LOC100852496 [Vitis vinifera] gi|359490466 29,075.3 100.0% 6 6 9 15 1.92% 28.0% SDDEDDTKPMVGSAR K L 95.0% 62.6 40.8 11.8 0 2 3 0 2 1,622.6965 81 95 true
1414 PREDICTED: uncharacterized protein LOC100852496 [Vitis vinifera] gi|359490466 29,075.3 100.0% 6 6 9 15 1.92% 28.0% VDVEVSVR K D 95.0% 62.3 41 9.27 0 3 0 0 2 902.4941 128 135 true
1414 PREDICTED: uncharacterized protein LOC100852496 [Vitis vinifera] gi|359490466 29,075.3 100.0% 6 6 9 15 1.92% 28.0% YRAPEPYYTAPYGVPPPPGTR R G 95.0% 56.2 40.7 12.3 0 0 2 0 2 2,349.1664 139 159 true
1414 PREDICTED: transaldolase isoform 1 [Vitis vinifera] gi|225425280 48,085.6 100.0% 4 4 4 4 0.512% 12.7% AAVAQAALAYQLYQK K K 95.0% 62.2 41.1 13.5 0 1 0 0 2 1,608.8744 300 314 true
1414 PREDICTED: transaldolase isoform 1 [Vitis vinifera] gi|225425280 48,085.6 100.0% 4 4 4 4 0.512% 12.7% AISSSNAYNEQFR K E 95.0% 77.2 41 4.58 0 1 0 0 2 1,486.6919 124 136 true
1414 PREDICTED: transaldolase isoform 1 [Vitis vinifera] gi|225425280 48,085.6 100.0% 4 4 4 4 0.512% 12.7% IGTPEALDLR K G 95.0% 53.7 40.3 4.97 0 1 0 0 2 1,084.5999 288 297 true
1414 PREDICTED: transaldolase isoform 1 [Vitis vinifera] gi|225425280 48,085.6 100.0% 4 4 4 4 0.512% 12.7% TIDSNVSEAEGIYSALEK R L 95.0% 98.4 44 10.4 0 1 0 0 2 1,925.9339 381 398 true
1414 PREDICTED: DNA damage-inducible protein 1 [Vitis vinifera] gi|225462066 45,058.5 100.0% 5 5 5 5 0.640% 15.4% AFVDSGAQSTIISK K S 95.0% 110 40.9 15.4 0 1 0 0 2 1,423.7428 210 223 true
1414 PREDICTED: DNA damage-inducible protein 1 [Vitis vinifera] gi|225462066 45,058.5 100.0% 5 5 5 5 0.640% 15.4% ALLEVETR K V 95.0% 61.2 41 10.7 0 1 0 0 2 930.5255 28 35 true
1414 PREDICTED: DNA damage-inducible protein 1 [Vitis vinifera] gi|225462066 45,058.5 100.0% 5 5 5 5 0.640% 15.4% GIAHGVGQSEILGR R I 95.0% 25.2 41 9.48 0 0 1 0 2 1,393.7548 241 254 true
1414 PREDICTED: DNA damage-inducible protein 1 [Vitis vinifera] gi|225462066 45,058.5 100.0% 5 5 5 5 0.640% 15.4% GIDENWAAALEYNPEAFAR K V 95.0% 86.9 41.7 12.3 0 0 1 0 2 2,136.9985 175 193 true
1414 PREDICTED: DNA damage-inducible protein 1 [Vitis vinifera] gi|225462066 45,058.5 100.0% 5 5 5 5 0.640% 15.4% LVELGFER K G 95.0% 52.3 40.9 7.53 0 1 0 0 2 962.5306 379 386 true
5125 PREDICTED: ATP synthase subunit O, mitochondrial isoform 1 [Vitis vinifera] gi|225450135 27,510.9 99.8% 2 2 2 2 0.290% 10.8% IDPSILGGLVVEFSQK K V 95.0% 51.9 40.7 11 0 0 1 0 2 1,701.9424 210 225 true
5125 PREDICTED: ATP synthase subunit O, mitochondrial isoform 1 [Vitis vinifera] gi|225450135 27,510.9 99.8% 2 2 2 2 0.290% 10.8% NFLVVLAETGR K L 95.0% 91.4 40.9 11.8 0 1 0 0 2 1,218.6841 140 150 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% AQFTEYIQK R N 95.0% 68.5 40.4 10 0 1 0 0 2 1,127.5732 54 62 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% ESIKDTTGAPTS R - 95.0% 73.8 41 9.02 0 1 0 0 2 1,206.5850 194 205 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% GELATALR R K 95.0% 58.4 40.8 7.87 0 1 0 0 2 830.4731 86 93 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% HYHSGMTVEEAVDLVDK R C 95.0% 72.7 40.9 12.4 0 0 2 0 2 1,929.9012 145 161 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% KNPYAVNILLAGYDK R D 95.0% 42.1 41 10.6 0 1 1 0 2 1,678.9164 94 108 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% LLGASGEGGDR K A 95.0% 56.8 40.8 8.51 0 1 0 0 2 1,031.5118 43 53 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% LVVAPPNFVIK R I 95.0% 36.5 40.3 9.12 0 1 0 0 2 1,196.7402 170 180 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% NGIPLTTAAAANFTR R G 95.0% 83.3 41.2 11.3 0 1 0 0 2 1,517.8071 71 85 true
5125 PREDICTED: proteasome subunit beta type-2-A-like [Vitis vinifera] gi|359479647 22,473.4 100.0% 9 9 10 11 1.59% 47.8% NPYAVNILLAGYDK K D 95.0% 51.5 41.5 8.14 0 1 0 0 2 1,550.8214 95 108 true
5125 PREDICTED: peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB-like [Vitis vinifera] gi|225442575,gi|297743245 21,339.7 85.5% 1 1 1 1 0.145% 5.13% DFVEEDGLTR K V 95.0% 68.2 40.7 10.6 0 1 0 0 2 1,180.5482 18 27 true
5125 PREDICTED: uncharacterized protein ywbO [Vitis vinifera] gi|225451823,gi|298204452 24,207.0 99.8% 2 2 2 2 0.290% 17.1% GLGLQYNLSGLTGNTLDSHR R L 95.0% 49.4 40.7 11.4 0 0 1 0 2 2,116.0784 92 111 true
5125 PREDICTED: uncharacterized protein ywbO [Vitis vinifera] gi|225451823,gi|298204452 24,207.0 99.8% 2 2 2 2 0.290% 17.1% QHNLVEELCLGYFTQGK K Y 95.0% 56.6 40.7 10.5 0 0 1 0 2 2,035.9908 124 140 true
5125 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 15,812.8 100.0% 1 1 1 1 0.145% 7.97% EIVEAIDEENK K S 95.0% 66.7 40.9 10.5 0 1 0 0 2 1,288.6268 58 68 true
5125 manganese superoxide dismutase [Vitis vinifera] gi|161778782,gi|225448693 25,266.0 100.0% 3 3 3 3 0.435% 11.8% HHQTYITNYNK K A 95.0% 31.9 40.9 9.95 0 0 1 0 2 1,418.6811 56 66 true
5125 manganese superoxide dismutase [Vitis vinifera] gi|161778782,gi|225448693 25,266.0 100.0% 3 3 3 3 0.435% 11.8% KLVVETTANQDPLVTK K G 95.0% 37.2 40.8 12.5 0 0 1 0 2 1,755.9853 163 178 true
5125 manganese superoxide dismutase [Vitis vinifera] gi|161778782,gi|225448693 25,266.0 100.0% 3 3 3 3 0.435% 11.8% LVVETTANQDPLVTK K G 95.0% 97.5 40.8 11.8 0 1 0 0 2 1,627.8903 164 178 true
5125 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 26,297.9 100.0% 4 4 4 4 0.580% 17.2% DGVLTIIIPR K N 95.0% 51.9 40 3.06 0 1 0 0 2 1,096.6727 210 219 true
5125 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 26,297.9 100.0% 4 4 4 4 0.580% 17.2% ISVEDGILSIR K G 95.0% 68.1 40.7 6.78 0 1 0 0 2 1,201.6788 155 165 true
5125 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 26,297.9 100.0% 4 4 4 4 0.580% 17.2% LLENLAPSR R L 95.0% 56.7 41.8 7.67 0 1 0 0 2 1,012.5786 119 127 true
5125 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 26,297.9 100.0% 4 4 4 4 0.580% 17.2% TEVAVSEGDR K K 95.0% 58.6 40.7 8.17 0 1 0 0 2 1,062.5062 62 71 true
5125 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 100.0% 4 4 4 4 0.580% 30.7% AFLDATGALWR K T 95.0% 84.7 41.1 15 0 1 0 0 2 1,220.6423 90 100 true
5125 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 100.0% 4 4 4 4 0.580% 30.7% GAESVEGVEVK K L 95.0% 61.8 41 11.2 0 1 0 0 2 1,103.5579 25 35 true
5125 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 100.0% 4 4 4 4 0.580% 30.7% GGSPYGAGTYAGDGSR K Q 95.0% 61.9 40.7 6.5 0 1 0 0 2 1,472.6402 159 174 true
5125 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 100.0% 4 4 4 4 0.580% 30.7% SDVPVITPAELSEADGFIFGFPTR K F 95.0% 32 40.5 11.9 0 0 1 0 2 2,565.2874 57 80 true
5125 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 6 6 8 10 1.45% 42.4% AFLDATGGLWR K T 95.0% 87.4 41 15.3 0 1 0 0 2 1,206.6267 91 101 true
5125 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 6 6 8 10 1.45% 42.4% FGMMAAQFK R A 95.0% 46.9 40.7 9.77 0 2 0 0 2 1,030.4849 82 90 true
5125 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 6 6 8 10 1.45% 42.4% GAASVEGVEAK K L 95.0% 62.3 41 12 0 1 0 0 2 1,017.5211 26 36 true
5125 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 6 6 8 10 1.45% 42.4% GGSPYGAGTFAGDGSR K Q 95.0% 69 40.8 8.58 0 2 1 0 2 1,456.6453 160 175 true
5125 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 6 6 8 10 1.45% 42.4% LWQVPETLPEEVLGK K M 95.0% 30.5 40.9 11.7 0 1 1 0 2 1,737.9424 37 51 true
5125 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209 21,722.3 100.0% 6 6 8 10 1.45% 42.4% SDTPIITPTDLAEADGFVFGFPTR K F 95.0% 31.9 40.8 13.3 0 0 1 0 2 2,567.2668 58 81 true
5125 PREDICTED: uncharacterized protein LOC100245903 isoform 2 [Vitis vinifera] gi|225447504 24,524.5 100.0% 3 3 3 3 0.435% 19.2% ADASWHYAEDGVDLVIK K G 95.0% 63 40.7 12.3 0 1 0 0 2 1,888.9077 58 74 true
5125 PREDICTED: uncharacterized protein LOC100245903 isoform 2 [Vitis vinifera] gi|225447504 24,524.5 100.0% 3 3 3 3 0.435% 19.2% DEHFNPLLEQIAK K L 95.0% 52.1 40.8 11.6 0 1 0 0 2 1,553.7960 134 146 true
5125 PREDICTED: uncharacterized protein LOC100245903 isoform 2 [Vitis vinifera] gi|225447504 24,524.5 100.0% 3 3 3 3 0.435% 19.2% QAIVNEGMSQR R A 95.0% 71.2 41 7.74 0 1 0 0 2 1,248.6002 168 178 true
5125 PREDICTED: uncharacterized protein OsI_027940-like [Vitis vinifera] gi|225463121,gi|297739351 19,977.9 100.0% 2 2 2 2 0.290% 15.7% LGADMDFGDFDFSK K L 95.0% 62 40.9 11.8 0 1 0 0 2 1,580.6577 121 134 true
5125 PREDICTED: uncharacterized protein OsI_027940-like [Vitis vinifera] gi|225463121,gi|297739351 19,977.9 100.0% 2 2 2 2 0.290% 15.7% SDTIYITIDLPDAK R D 95.0% 61.2 42.4 8.53 0 1 0 0 2 1,564.8108 13 26 true
5125 PREDICTED: glutathione S-transferase F13 [Vitis vinifera] gi|225436699 24,627.2 100.0% 3 3 3 3 0.435% 14.7% AITAYLAEK R Y 95.0% 59.4 40.6 7.33 0 1 0 0 2 979.5459 69 77 true
5125 PREDICTED: glutathione S-transferase F13 [Vitis vinifera] gi|225436699 24,627.2 100.0% 3 3 3 3 0.435% 14.7% TADQAIIDVNLEK K L 95.0% 71.3 41 10.6 0 1 0 0 2 1,429.7535 128 140 true
5125 PREDICTED: glutathione S-transferase F13 [Vitis vinifera] gi|225436699 24,627.2 100.0% 3 3 3 3 0.435% 14.7% VAEGMTFGEK K - 95.0% 57.6 41.6 6.16 0 1 0 0 2 1,084.4981 208 217 true
5125 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 98.4% 1 1 1 1 0.145% 6.17% QVDVVISTVGFMQLADQVK K I 95.0% 56.5 41 11.3 0 0 1 0 2 2,077.1000 76 94 true
5125 PREDICTED: cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG8-like [Vitis vi gi|147838657,gi|359478461 21,806.2 100.0% 1 1 1 1 0.145% 5.47% IFSDAALDLGR K E 95.0% 81.4 40.7 11 0 1 0 0 2 1,177.6213 20 30 true
5125 PREDICTED: probable glutathione S-transferase parC-like [Vitis vinifera] gi|225469402,gi|359494283,gi|359494423 25,413.6 100.0% 2 2 2 2 0.290% 10.5% SPLLLEMNPVHK K K 95.0% 47.9 41 11.7 0 0 1 0 2 1,393.7510 41 52 true
5125 PREDICTED: probable glutathione S-transferase parC-like [Vitis vinifera] gi|225469402,gi|359494283,gi|359494423 25,413.6 100.0% 2 2 2 2 0.290% 10.5% SPLLPSDPYQR K A 95.0% 46.3 40.7 10.6 0 1 0 0 2 1,272.6584 82 92 true
5125 PREDICTED: 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase-like  gi|147799950,gi|225436073 85,103.0 99.8% 2 2 2 2 0.290% 3.14% AGITVIQIDEAALR R E 95.0% 78.1 40.6 12.9 0 1 0 0 2 1,469.8324 597 610 true
5125 PREDICTED: 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase-like  gi|147799950,gi|225436073 85,103.0 99.8% 2 2 2 2 0.290% 3.14% IPSTEEIADR R I 95.0% 75.9 40.9 9.69 0 1 0 0 2 1,130.5689 705 714 true
4229 PREDICTED: probable carboxylesterase 17 [Vitis vinifera] gi|225430263,gi|296082028 34,639.3 100.0% 3 3 4 5 0.597% 11.6% GVMYAAFLEK R K 95.0% 61 40.3 12.6 0 2 0 0 2 1,128.5758 260 269 true
4229 PREDICTED: probable carboxylesterase 17 [Vitis vinifera] gi|225430263,gi|296082028 34,639.3 100.0% 3 3 4 5 0.597% 11.6% TIQEQSCDQVK R I 95.0% 63.2 40.9 10.6 0 1 0 0 2 1,335.6211 167 177 true
4229 PREDICTED: probable carboxylesterase 17 [Vitis vinifera] gi|225430263,gi|296082028 34,639.3 100.0% 3 3 4 5 0.597% 11.6% YPPVVVYVAGSDFLK R E 95.0% 58 44.8 12.5 0 1 1 0 2 1,653.8887 243 257 true
4229 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 1 1 1 1 0.119% 5.20% YAADEDAFFEDYK K E 95.0% 97.5 40.3 11.3 0 1 0 0 2 1,583.6537 224 236 true
4229 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 99.8% 1 1 1 1 0.119% 5.09% VLELYPAPILE K - 95.0% 53.7 40.9 9.32 0 1 0 0 2 1,256.7138 206 216 true gi|158323772
4229 PREDICTED: uncharacterized protein LOC100267054 [Vitis vinifera] gi|225439850,gi|297741536 40,187.7 100.0% 4 4 4 5 0.597% 9.40% KLQEAVDVIER R L 95.0% 48.3 40.7 12 0 0 1 0 2 1,299.7268 158 168 true
4229 PREDICTED: uncharacterized protein LOC100267054 [Vitis vinifera] gi|225439850,gi|297741536 40,187.7 100.0% 4 4 4 5 0.597% 9.40% LQEAVDVIER K L 95.0% 50.9 40.7 4.83 0 1 0 0 2 1,171.6318 159 168 true
4229 PREDICTED: uncharacterized protein LOC100267054 [Vitis vinifera] gi|225439850,gi|297741536 40,187.7 100.0% 4 4 4 5 0.597% 9.40% QSTMDSVSDEEK K E 95.0% 51.5 40.7 2.42 0 1 0 0 2 1,371.5582 117 128 true
4229 PREDICTED: uncharacterized protein LOC100267054 [Vitis vinifera] gi|225439850,gi|297741536 40,187.7 100.0% 4 4 4 5 0.597% 9.40% YFDDNMIATR R V 95.0% 51.4 41 11.4 0 2 0 0 2 1,261.5519 327 336 true
4229 unnamed protein product [Vitis vinifera] gi|297733779 29,119.9 100.0% 5 5 5 5 0.597% 24.7% ESVNLSLVNLLSYPYVR K A 95.0% 55.8 41 9.78 0 1 0 0 2 1,966.0643 206 222 true
4229 unnamed protein product [Vitis vinifera] gi|297733779 29,119.9 100.0% 5 5 5 5 0.597% 24.7% FLVFACSDSR K V 95.0% 42.6 40.7 9.99 0 1 0 0 2 1,201.5670 85 94 true
4229 unnamed protein product [Vitis vinifera] gi|297733779 29,119.9 100.0% 5 5 5 5 0.597% 24.7% NIANMVPAFNQLR R Y 95.0% 65.2 41.1 11.1 0 1 0 0 2 1,503.7737 113 125 true
4229 unnamed protein product [Vitis vinifera] gi|297733779 29,119.9 100.0% 5 5 5 5 0.597% 24.7% SSTEVAIEGLK K R 95.0% 56.5 41 7.91 0 1 0 0 2 1,133.6049 6 16 true
4229 unnamed protein product [Vitis vinifera] gi|297733779 29,119.9 100.0% 5 5 5 5 0.597% 24.7% YSGVGAVIEYAVK R H 95.0% 82 40.8 12 0 1 0 0 2 1,355.7205 126 138 true
4229 PREDICTED: putative glucose-6-phosphate 1-epimerase [Vitis vinifera] gi|225430722 33,254.1 100.0% 2 2 2 2 0.239% 7.57% DFVCVENAK R I 95.0% 57.1 40.3 12.7 0 1 0 0 2 1,081.4983 275 283 true
4229 PREDICTED: putative glucose-6-phosphate 1-epimerase [Vitis vinifera] gi|225430722 33,254.1 100.0% 2 2 2 2 0.239% 7.57% NSLSTELVITNTDK K K 95.0% 66.6 41.6 8.73 0 1 0 0 2 1,534.7960 160 173 true
4229 PREDICTED: putative methyltransferase DDB_G0268948-like [Vitis vinifera] gi|297739908,gi|359482215 30,027.4 100.0% 1 1 1 1 0.119% 4.55% LLDLDDYFAYLR K S 95.0% 95.2 41 15.2 0 1 0 0 2 1,516.7684 200 211 true
4229 PREDICTED: hypersensitive-induced response protein 1 [Vitis vinifera] gi|225424906,gi|296086429 31,357.9 87.9% 1 2 1 1 0.119% 11.2% AMSAYGFEIVQTLIVDIEPDEHVK K R 95.0% 0 0 44.9 0 0 1 0 2 2,720.3491 135 158 true
4229 PREDICTED: hypersensitive-induced response protein 1 [Vitis vinifera] gi|225424906,gi|296086429 31,357.9 87.9% 1 2 1 1 0.119% 11.2% QAIVDGLR R D 95.0% 53.5 40.2 4.38 0 1 0 0 2 871.4997 208 215 false gi|297734025,gi|225456674,gi|225456672
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% AMNEINAAAR R M 95.0% 70.8 40.8 8.98 0 3 0 0 2 1,060.5203 165 174 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% AMSAYGYEIVQTLIVDIEPDEHVK K R 95.0% 79.8 40.6 11.7 0 0 1 0 2 2,736.3440 140 163 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% ANDAFYK K L 95.0% 51.5 39.5 6.64 0 2 0 0 2 828.3886 88 94 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% DGLLQSTLSHQ R - 95.0% 57.4 40.2 12 0 1 0 0 2 1,198.6064 281 291 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% DNVFVNVVASIQYR K A 95.0% 98.3 40.8 14.3 0 1 1 0 2 1,623.8488 69 82 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% DSVLGFSVNVPGTTAK R D 95.0% 103 44.9 13.1 0 1 0 0 2 1,591.8327 221 236 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% DVMDMVLVTQYFDTMK K E 95.0% 69.9 40.8 44.9 0 7 7 0 2 1,967.8802 237 252 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% LNLDDAFEQK K N 95.0% 82 40.8 13.5 0 2 1 0 2 1,192.5846 117 126 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% LQQLDVR R C 95.0% 56.4 40.2 6.55 0 1 0 0 2 871.4997 56 62 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% QAIVDGLR R D 95.0% 53.5 40.2 4.38 0 1 0 0 2 871.4997 213 220 true gi|296086429,gi|225424906
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% RAMNEINAAAR K M 95.0% 53.3 40.9 0 0 1 0 0 2 1,232.6164 164 174 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% SQIQAYVFDVIR R A 95.0% 99.2 40.7 15.9 0 2 1 0 2 1,438.7689 100 111 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% SSAVFIPHGPGAVR K D 95.0% 48.3 40.9 9.84 0 1 1 0 2 1,394.7539 260 273 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% TKDNVFVNVVASIQYR K A 95.0% 130 40.8 13.9 0 1 2 0 2 1,852.9915 67 82 true
4229 PREDICTED: hypersensitive-induced response protein 1 isoform 3 [Vitis vinifera] gi|225456672,gi|225456674,gi|297734025 32,068.6 100.0% 15 15 21 39 4.66% 55.3% YLSGLGIAR K Q 95.0% 65.6 40.9 7.58 0 1 0 0 2 949.5466 202 210 true
4229 PREDICTED: uncharacterized oxidoreductase ykwC-like [Vitis vinifera] gi|359485993 39,240.6 100.0% 8 8 9 9 1.08% 35.7% ALTLQSQGAQLADSPASLAR K Q 95.0% 79.3 40.8 10 0 1 1 0 2 1,998.0616 115 134 true
4229 PREDICTED: uncharacterized oxidoreductase ykwC-like [Vitis vinifera] gi|359485993 39,240.6 100.0% 8 8 9 9 1.08% 35.7% DFRPGGYAEYMVK R D 95.0% 33.7 41 9.96 0 0 1 0 2 1,532.7203 304 316 true
4229 PREDICTED: uncharacterized oxidoreductase ykwC-like [Vitis vinifera] gi|359485993 39,240.6 100.0% 8 8 9 9 1.08% 35.7% GTYVGAPGCGMSCK K I 95.0% 57 40.8 9.21 0 1 0 0 2 1,444.6020 235 248 true
4229 PREDICTED: uncharacterized oxidoreductase ykwC-like [Vitis vinifera] gi|359485993 39,240.6 100.0% 8 8 9 9 1.08% 35.7% IANQMIVAANMLGLSEGLVFAER K A 95.0% 54.5 40.7 12.1 0 0 1 0 2 2,447.2786 249 271 true
4229 PREDICTED: uncharacterized oxidoreductase ykwC-like [Vitis vinifera] gi|359485993 39,240.6 100.0% 8 8 9 9 1.08% 35.7% LAILAGGDSGVVEWLTPLYNVMGK K G 95.0% 39.4 40.7 10.4 0 0 1 0 2 2,519.3218 211 234 true
4229 PREDICTED: uncharacterized oxidoreductase ykwC-like [Vitis vinifera] gi|359485993 39,240.6 100.0% 8 8 9 9 1.08% 35.7% LGAQGFISVIEK K M 95.0% 102 41 12.5 0 1 0 0 2 1,261.7152 356 367 true
4229 PREDICTED: uncharacterized oxidoreductase ykwC-like [Vitis vinifera] gi|359485993 39,240.6 100.0% 8 8 9 9 1.08% 35.7% NCWSVDSPVSGGDIGAR K D 95.0% 111 40.8 16.1 0 1 0 0 2 1,776.7971 191 207 true
4229 PREDICTED: uncharacterized oxidoreductase ykwC-like [Vitis vinifera] gi|359485993 39,240.6 100.0% 8 8 9 9 1.08% 35.7% VAVLPGAALNK R Q 95.0% 55.8 40.5 12.1 0 1 0 0 2 1,052.6463 332 342 true
4229 PREDICTED: tyramine N-feruloyltransferase 4/11-like [Vitis vinifera] gi|225449010 24,911.1 100.0% 4 4 5 7 0.836% 21.6% FYEEMGAQVLQEWR K I 95.0% 95.5 40.9 13.4 0 1 0 0 2 1,801.8215 200 213 true
4229 PREDICTED: tyramine N-feruloyltransferase 4/11-like [Vitis vinifera] gi|225449010 24,911.1 100.0% 4 4 5 7 0.836% 21.6% LMYQLAVFER K L 95.0% 83.4 40.5 14.1 0 2 0 0 2 1,269.6660 48 57 true
4229 PREDICTED: tyramine N-feruloyltransferase 4/11-like [Vitis vinifera] gi|225449010 24,911.1 100.0% 4 4 5 7 0.836% 21.6% LTGDALQAYGN R - 95.0% 59.2 40.6 8.33 0 1 0 0 2 1,122.5427 217 227 true
4229 PREDICTED: tyramine N-feruloyltransferase 4/11-like [Vitis vinifera] gi|225449010 24,911.1 100.0% 4 4 5 7 0.836% 21.6% VEWCVLDWNVNAIK R F 95.0% 91.8 41 14.8 0 2 1 0 2 1,745.8680 186 199 true
4229 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|163914213,gi|225431844,gi|334089964 17,110.4 87.9% 1 1 1 1 0.119% 8.23% AIEAYVLAHPDAY K - 95.0% 52.4 40.9 10.8 0 1 0 0 2 1,432.7107 146 158 true gi|225431852
4229 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 99.8% 2 2 2 2 0.239% 10.1% FLPSEFGNDVDR R V 95.0% 56.9 40.9 11.5 0 1 0 0 2 1,395.6540 108 119 true
4229 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 99.8% 2 2 2 2 0.239% 10.1% NSGVTLLHGDLYDHDSLVK K A 95.0% 63.3 40.9 10.5 0 0 1 0 2 2,083.0457 54 72 true
4229 PREDICTED: cathepsin B-like isoform 1 [Vitis vinifera] gi|225437812,gi|297744106 39,755.4 100.0% 5 5 5 5 0.597% 20.4% CTDENQLWR K K 95.0% 62 39 7.28 0 1 0 0 2 1,221.5318 218 226 true
4229 PREDICTED: cathepsin B-like isoform 1 [Vitis vinifera] gi|225437812,gi|297744106 39,755.4 100.0% 5 5 5 5 0.597% 20.4% GVNECGIEEGVVAGLPSSK R N 95.0% 90.6 40.9 14.6 0 1 0 0 2 1,901.9275 322 340 true
4229 PREDICTED: cathepsin B-like isoform 1 [Vitis vinifera] gi|225437812,gi|297744106 39,755.4 100.0% 5 5 5 5 0.597% 20.4% NGPVEVAFTVYEDFAHYESGVYR K Y 95.0% 52.1 40.6 6.86 0 0 1 0 2 2,649.2255 252 274 true
4229 PREDICTED: cathepsin B-like isoform 1 [Vitis vinifera] gi|225437812,gi|297744106 39,755.4 100.0% 5 5 5 5 0.597% 20.4% NWGDDGYFMIR R R 95.0% 58.9 40.9 9.5 0 1 0 0 2 1,389.5894 310 320 true
4229 PREDICTED: cathepsin B-like isoform 1 [Vitis vinifera] gi|225437812,gi|297744106 39,755.4 100.0% 5 5 5 5 0.597% 20.4% TAWPQCSTIGK R I 95.0% 35.7 41 9.41 0 1 0 0 2 1,248.6043 109 119 true
3424 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,006.9 100.0% 2 2 2 2 0.165% 8.71% SLLADLQNINLSDSTEK M I 95.0% 90.3 42 10.7 0 1 0 0 1 1,902.9657 2 18 true
3424 PREDICTED: glutamine synthetase nodule isozyme isoform 1 [Vitis vinifera] gi|147768273,gi|359473034 39,006.9 100.0% 2 2 2 2 0.165% 8.71% TLSGPVTGPAQLPK R W 95.0% 52.7 40.8 7.58 0 1 0 0 2 1,365.7739 39 52 true
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% AGFAGDDAPR K A 95.0% 91.3 41.3 10.9 1 3 0 0 2 976.4484 21 30 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% AVFPSIVGRPR R H 95.0% 58 40.2 7.65 0 1 0 0 2 1,198.7055 31 41 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% CPEVLFQPSLIGMEAAGIHETTYNSIMR C 95.0% 85.8 40.4 10.6 0 0 2 0 2 3,152.5104 259 286 false gi|225431585
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% DAYVGDEAQSK K R 95.0% 91.9 40.2 12 0 1 0 0 2 1,182.5274 53 63 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% DLTDALMK R I 95.0% 59.8 40.6 4.08 1 0 0 0 2 922.4553 186 193 false gi|225441455,gi|225431585,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% DLYGNIVLSGGSTMFPGIADR K M 95.0% 90.8 40.7 14.2 0 3 1 0 2 2,183.0804 294 314 false gi|225441455,gi|225431585,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% EITALAPSSMK K I 95.0% 59.8 40.7 8.92 0 3 0 0 2 1,163.5978 318 328 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% GYSFTTTAER R E 95.0% 68 41.1 8.03 0 1 0 0 2 1,132.5269 199 208 true gi|225441455,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% HTGVMVGMGQK R D 95.0% 56.2 40.6 12.6 0 3 4 0 2 1,144.5603 42 52 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% IWHHTFYNELR K V 95.0% 53 40.9 12.2 0 2 2 0 2 1,515.7491 87 97 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% KDLYGNIVLSGGSTMFPGIADR R M 95.0% 70.1 40.8 8.11 0 0 1 0 2 2,327.1704 293 314 false gi|225441455,gi|225431585,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% LAYVALDYEQELETAK K S 95.0% 116 40.8 18.2 0 15 3 0 2 1,855.9325 218 233 false gi|225431585
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% SYELPDGQVITIGAER K F 95.0% 60 41.1 14.4 0 1 1 0 2 1,747.8863 241 256 true gi|225441455,gi|225449523
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% TTGIVLDSGDGVSHTVPIYEGYALPH R L 95.0% 87.8 40 14.8 0 0 1 0 2 3,151.6426 150 179 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% VAPEEHPVLLTEAPLNPK R A 95.0% 74.7 40.9 44.9 0 1 2 0 2 1,954.0646 98 115 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: actin-101 [Vitis vinifera] gi|225448323 41,575.5 100.0% 2 16 3 3 0.248% 60.7% YPIEHGIVSNWDDMEK K I 95.0% 105 40.7 17.1 0 2 3 0 2 1,932.8798 71 86 false gi|225441455,gi|225431585,gi|225449523,gi|225434968
3424 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 5 5 6 8 0.661% 20.9% GFEGLTSIVDVGGGTGATLNMIISK K Y 95.0% 41.1 40.6 10.4 0 0 1 0 2 2,453.2597 196 220 true
3424 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 5 5 6 8 0.661% 20.9% LLATYAVVK R C 95.0% 58.6 41 7.71 0 1 0 0 2 977.6030 82 90 true
3424 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 5 5 6 8 0.661% 20.9% SALELDLLEIIAK K A 95.0% 98.7 41.1 16.5 0 2 1 0 2 1,427.8358 37 49 true
3424 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 5 5 6 8 0.661% 20.9% VIVAECILPVAPDTSLATK K G 95.0% 41.3 40.8 14.2 0 0 2 0 2 1,997.0990 292 310 true
3424 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 100.0% 5 5 6 8 0.661% 20.9% VLMESWYYLK K D 95.0% 53.4 40.9 9.71 0 1 0 0 2 1,347.6654 134 143 true
3424 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052,gi|296090456 29,851.7 99.8% 2 2 2 2 0.165% 9.23% EFESDYAGFTEDGAR K W 95.0% 52.5 41.7 7.84 0 1 0 0 2 1,693.6977 181 195 true
3424 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052,gi|296090456 29,851.7 99.8% 2 2 2 2 0.165% 9.23% LPGAEGAPIR R C 95.0% 64.8 40.3 8.62 0 1 0 0 2 980.5525 257 266 true
3424 PREDICTED: bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate a   gi|225438653,gi|296082448 44,214.9 86.6% 1 1 1 1 0.0826% 5.61% LAAGEPDFDTPAVIAEAGINAIR R E 95.0% 56.8 41.8 9.17 0 0 1 0 2 2,311.1931 39 61 true
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% AGFAGDDAPR K A 95.0% 91.3 41.3 10.9 1 3 0 0 2 976.4484 21 30 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% AVFPSIVGRPR R H 95.0% 58 40.2 7.65 0 1 0 0 2 1,198.7055 31 41 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% DAYVGDEAQSK K R 95.0% 91.9 40.2 12 0 1 0 0 2 1,182.5274 53 63 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% EITALAPSSMK K I 95.0% 59.8 40.7 8.92 0 3 0 0 2 1,163.5978 318 328 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% GYSFTTTAER R E 95.0% 68 41.1 8.03 0 1 0 0 2 1,132.5269 199 208 false gi|225441455,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% HTGVMVGMGQK R D 95.0% 56.2 40.6 12.6 0 3 4 0 2 1,144.5603 42 52 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% IWHHTFYNELR K V 95.0% 53 40.9 12.2 0 2 2 0 2 1,515.7491 87 97 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% LSYIALDYEQELETAK K T 95.0% 93.5 40.9 16.3 0 1 0 0 2 1,885.9431 218 233 true
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% SYELPDGQVITIGAER K F 95.0% 60 41.1 14.4 0 1 1 0 2 1,747.8863 241 256 false gi|225441455,gi|225448323
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% TTGIVLDSGDGVSHTVPIYEGYALPH R L 95.0% 87.8 40 14.8 0 0 1 0 2 3,151.6426 150 179 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% VAPEEHPVLLTEAPLNPK R A 95.0% 74.7 40.9 44.9 0 1 2 0 2 1,954.0646 98 115 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin-1 [Vitis vinifera] gi|225449523 41,797.6 86.6% 1 12 1 1 0.0826% 45.4% YPIEHGIVSNWDDMEK K I 95.0% 105 40.7 17.1 0 2 3 0 2 1,932.8798 71 86 false gi|225441455,gi|225431585,gi|225448323,gi|225434968
3424 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 45,694.5 100.0% 3 4 3 4 0.330% 11.5% AVGFVSEDVGLDADNCK R V 95.0% 110 41 12.2 0 1 0 0 2 1,795.8169 101 117 true
3424 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 45,694.5 100.0% 3 4 3 4 0.330% 11.5% SIVASGLAR K R 95.0% 60.4 41.3 8.52 0 1 0 0 2 873.5152 318 326 true
3424 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 45,694.5 100.0% 3 4 3 4 0.330% 11.5% TAAYGHFGR K D 95.0% 51.4 40.6 9.38 0 1 0 0 2 979.4744 391 399 false gi|147791974,gi|223635284,gi|223635289
3424 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet synthase 4; AltName: Full     gi|223635287,gi|359487692 45,694.5 100.0% 3 4 3 4 0.330% 11.5% TNLVMIFGEITTK K A 95.0% 88.7 40.6 12.8 0 2 0 0 2 1,482.7875 74 86 true
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% AGFAGDDAPR K A 95.0% 91.3 41.3 10.9 1 3 0 0 2 976.4484 21 30 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% AVFPSIVGRPR R H 95.0% 58 40.2 7.65 0 1 0 0 2 1,198.7055 31 41 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% DAYVGDEAQSK K R 95.0% 91.9 40.2 12 0 1 0 0 2 1,182.5274 53 63 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% DLTDALMK R I 95.0% 59.8 40.6 4.08 1 0 0 0 2 922.4553 186 193 false gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% DLYGNIVLSGGSTMFPGIADR K M 95.0% 90.8 40.7 14.2 0 3 1 0 2 2,183.0804 294 314 false gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% EITALAPSSMK K I 95.0% 59.8 40.7 8.92 0 3 0 0 2 1,163.5978 318 328 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% GEYDESGPSIVHR K K 95.0% 56.3 41.3 10.2 0 2 2 0 2 1,445.6656 362 374 false gi|225431585
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% GYSFTTTAER R E 95.0% 68 41.1 8.03 0 1 0 0 2 1,132.5269 199 208 false gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% HTGVMVGMGQK R D 95.0% 56.2 40.6 12.6 0 3 4 0 2 1,144.5603 42 52 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% IWHHTFYNELR K V 95.0% 53 40.9 12.2 0 2 2 0 2 1,515.7491 87 97 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% KDLYGNIVLSGGSTMFPGIADR R M 95.0% 70.1 40.8 8.11 0 0 1 0 2 2,327.1704 293 314 false gi|225431585,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% LAYIALDYEQELETAK K T 95.0% 116 40.9 18.8 0 1 1 0 2 1,869.9482 218 233 true gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% SYELPDGQVITIGAER K F 95.0% 60 41.1 14.4 0 1 1 0 2 1,747.8863 241 256 false gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% TTGIVLDSGDGVSHTVPIYEGYALPH R L 95.0% 87.8 40 14.8 0 0 1 0 2 3,151.6426 150 179 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% VAPEEHPVLLTEAPLNPK R A 95.0% 74.7 40.9 44.9 0 1 2 0 2 1,954.0646 98 115 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin [Vitis vinifera] gi|225441455 41,699.7 100.0% 1 16 2 2 0.165% 56.8% YPIEHGIVSNWDDMEK K I 95.0% 105 40.7 17.1 0 2 3 0 2 1,932.8798 71 86 false gi|225431585,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 99.8% 1 8 1 1 0.0826% 22.5% DQIYDIFQLLPSK K V 95.0% 39.3 40.9 12.6 0 0 1 0 2 1,579.8369 201 213 false gi|225429488,gi|147779855
3424 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 99.8% 1 8 1 1 0.0826% 22.5% FYNVVIEELPSNVADLL R - 95.0% 88.6 41 13.1 0 1 0 0 2 1,935.0110 397 413 true
3424 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 99.8% 1 8 1 1 0.0826% 22.5% GFKDQIYDIFQLLPSK R V 95.0% 33.2 40.9 9.65 0 0 1 0 2 1,912.0218 198 213 false gi|225429488,gi|147779855
3424 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 99.8% 1 8 1 1 0.0826% 22.5% GIYAYGFEKPSAIQQR R G 95.0% 53.6 40.8 11.6 0 0 1 0 2 1,827.9389 54 69 false gi|225429488,gi|225464928,gi|147779855
3424 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 99.8% 1 8 1 1 0.0826% 22.5% GLDVIQQAQSGTGK K T 95.0% 102 40.9 12.1 0 1 0 0 2 1,401.7335 77 90 false gi|225429488,gi|147779855
3424 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 99.8% 1 8 1 1 0.0826% 22.5% MFVLDEADEMLSR K G 95.0% 78.3 40.9 14 0 1 0 0 2 1,555.7132 185 197 false gi|225429488,gi|147779855
3424 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 99.8% 1 8 1 1 0.0826% 22.5% MLFDIQR R F 95.0% 46.8 40.6 10 0 1 0 0 2 922.4816 390 396 false gi|225429488,gi|147779855
3424 PREDICTED: eukaryotic initiation factor 4A-15-like [Vitis vinifera] gi|297738640,gi|359484301 46,862.3 99.8% 1 8 1 1 0.0826% 22.5% VLITTDLLAR R G 95.0% 67.4 40.5 11.4 0 1 0 0 2 1,114.6832 332 341 false gi|225429488,gi|147779855
3424 PREDICTED: vinorine synthase-like [Vitis vinifera] gi|225425908 47,673.0 86.6% 1 1 1 1 0.0826% 4.16% SGGGIEAWVTMVEEDMTK K F 95.0% 65.7 41 11.7 0 1 0 0 2 1,939.8778 399 416 true
3424 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 3 1 1 0.0826% 9.97% TAAYGHFGR K D 95.0% 51.4 40.6 9.38 0 1 0 0 2 979.4744 365 373 false gi|359487692,gi|147791974,gi|223635284,gi|223635287
3424 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 3 1 1 0.0826% 9.97% TIGFVSDDVGLDADNCK R V 95.0% 102 40.8 13.5 0 1 0 0 2 1,825.8276 75 91 true
3424 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet synthase 5; AltName: Full     gi|223635289 42,774.7 100.0% 1 3 1 1 0.0826% 9.97% TNMVMVFGEITTK K A 95.0% 43.7 41.9 10.7 0 1 0 0 2 1,502.7231 48 60 false gi|147791974,gi|223635284
3424 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 2 2 2 2 0.165% 5.60% TAAYGHFGR K D 95.0% 51.4 40.6 9.38 0 1 0 0 2 979.4744 365 373 true gi|359487692,gi|147791974,gi|223635287,gi|223635289
3424 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet synthase 2; AltName: Full     gi|223635284 43,095.8 100.0% 2 2 2 2 0.165% 5.60% TNMVMVFGEITTK K A 95.0% 43.7 41.9 10.7 0 1 0 0 2 1,502.7231 48 60 true gi|147791974,gi|223635289
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% AGLAPEGSQFDAR M Q 95.0% 52.8 41 11 0 1 0 0 1 1,360.6493 2 14 true
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% DQIYDIFQLLPSK K I 95.0% 39.3 40.9 12.6 0 0 1 0 2 1,579.8369 201 213 true gi|359484301,gi|297738640
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% FYNVVVEELPSNVADLL R - 95.0% 82.8 41 10.6 0 1 0 0 2 1,920.9953 397 413 true
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% GFKDQIYDIFQLLPSK R I 95.0% 33.2 40.9 9.65 0 0 1 0 2 1,912.0218 198 213 true gi|359484301,gi|297738640
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% GIYAYGFEKPSAIQQR R G 95.0% 53.6 40.8 11.6 0 0 1 0 2 1,827.9389 54 69 false gi|359484301,gi|297738640,gi|225464928
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% GLDVIQQAQSGTGK K T 95.0% 102 40.9 12.1 0 1 0 0 2 1,401.7335 77 90 true gi|359484301,gi|297738640
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% MFVLDEADEMLSR K G 95.0% 78.3 40.9 14 0 1 0 0 2 1,555.7132 185 197 true gi|359484301,gi|297738640
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% MLFDIQR R F 95.0% 46.8 40.6 10 0 1 0 0 2 922.4816 390 396 true gi|359484301,gi|297738640
3424 PREDICTED: eukaryotic initiation factor 4A-11 [Vitis vinifera] gi|147779855,gi|225429488 46,841.5 100.0% 8 9 8 8 0.661% 25.7% VLITTDLLAR R G 95.0% 67.4 40.5 11.4 0 1 0 0 2 1,114.6832 332 341 true gi|359484301,gi|297738640
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% ADTEDIQPLVCDNGTGMVK M A 95.0% 76.3 40.9 44.9 0 1 2 0 1 2,120.9479 2 20 true
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% AGFAGDDAPR K A 95.0% 91.3 41.3 10.9 1 3 0 0 2 976.4484 21 30 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% AVFPSIVGRPR R H 95.0% 58 40.2 7.65 0 1 0 0 2 1,198.7055 31 41 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% CPEVLFQPSLIGMEAAGIHETTYNSIMR C 95.0% 85.8 40.4 10.6 0 0 2 0 2 3,152.5104 259 286 true gi|225448323
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% DAYVGDEAQSK K R 95.0% 91.9 40.2 12 0 1 0 0 2 1,182.5274 53 63 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% DLTDALMK R I 95.0% 59.8 40.6 4.08 1 0 0 0 2 922.4553 186 193 true gi|225441455,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% DLYGNIVLSGGSTMFPGIADR K M 95.0% 90.8 40.7 14.2 0 3 1 0 2 2,183.0804 294 314 true gi|225441455,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% EITALAPSSMK K I 95.0% 59.8 40.7 8.92 0 3 0 0 2 1,163.5978 318 328 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% GEYDESGPSIVHR K K 95.0% 56.3 41.3 10.2 0 2 2 0 2 1,445.6656 362 374 true gi|225441455
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% GYMFTTTAER R E 95.0% 57 40.8 12.8 0 3 0 0 2 1,176.5354 199 208 true
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% HTGVMVGMGQK R D 95.0% 56.2 40.6 12.6 0 3 4 0 2 1,144.5603 42 52 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% IWHHTFYNELR K V 95.0% 53 40.9 12.2 0 2 2 0 2 1,515.7491 87 97 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% KDLYGNIVLSGGSTMFPGIADR R M 95.0% 70.1 40.8 8.11 0 0 1 0 2 2,327.1704 293 314 true gi|225441455,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% LAYVALDYEQELETAK K S 95.0% 116 40.8 18.2 0 15 3 0 2 1,855.9325 218 233 true gi|225448323
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% NYELPDGQVITIGAER K F 95.0% 63.6 40.8 12.2 0 3 3 0 2 1,774.8972 241 256 true
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% TTGIVLDSGDGVSHTVPIYEGYALPH R L 95.0% 87.8 40 14.8 0 0 1 0 2 3,151.6426 150 179 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% VAPEEHPVLLTEAPLNPK R A 95.0% 74.7 40.9 44.9 0 1 2 0 2 1,954.0646 98 115 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 100.0% 18 18 28 71 5.86% 69.2% YPIEHGIVSNWDDMEK K I 95.0% 105 40.7 17.1 0 2 3 0 2 1,932.8798 71 86 true gi|225441455,gi|225449523,gi|225448323,gi|225434968
3424 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 99.8% 1 1 1 1 0.0826% 3.88% GIYAYGFEKPSAIQQR R A 95.0% 53.6 40.8 11.6 0 0 1 0 2 1,827.9389 53 68 true gi|359484301,gi|225429488,gi|297738640,gi|147779855
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% AGFAGDDAPR K A 95.0% 91.3 41.3 10.9 1 3 0 0 2 976.4484 20 29 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% AVFPSIVGRPR R H 95.0% 58 40.2 7.65 0 1 0 0 2 1,198.7055 30 40 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% DAYVGDEAQSK K R 95.0% 91.9 40.2 12 0 1 0 0 2 1,182.5274 52 62 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% DLTDALMK R I 95.0% 59.8 40.6 4.08 1 0 0 0 2 922.4553 185 192 false gi|225441455,gi|225431585,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% DLYGNIVLSGGSTMFPGIADR K M 95.0% 90.8 40.7 14.2 0 3 1 0 2 2,183.0804 293 313 false gi|225441455,gi|225431585,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% EITALAPSSMK K I 95.0% 59.8 40.7 8.92 0 3 0 0 2 1,163.5978 317 327 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% GYSFTTTAER R E 95.0% 68 41.1 8.03 0 1 0 0 2 1,132.5269 198 207 false gi|225441455,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% HTGVMVGMGQK R D 95.0% 56.2 40.6 12.6 0 3 4 0 2 1,144.5603 41 51 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% IWHHTFYNELR K V 95.0% 53 40.9 12.2 0 2 2 0 2 1,515.7491 86 96 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% KDLYGNIVLSGGSTMFPGIADR R M 95.0% 70.1 40.8 8.11 0 0 1 0 2 2,327.1704 292 313 false gi|225441455,gi|225431585,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% LAYIALDYEQELETAK K T 95.0% 116 40.9 18.8 0 1 1 0 2 1,869.9482 217 232 false gi|225441455
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% MAEEDIQPLVCDNGTGMVK - A 95.0% 54.9 40.9 6.33 0 1 0 0 2 2,106.9508 1 19 true
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% TTGIVLDSGDGVSHTVPIYEGYALPH R L 95.0% 87.8 40 14.8 0 0 1 0 2 3,151.6426 149 178 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% VAPEEHPVLLTEAPLNPK R A 95.0% 74.7 40.9 44.9 0 1 2 0 2 1,954.0646 97 114 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
3424 PREDICTED: actin [Vitis vinifera] gi|225434968 41,566.6 99.8% 1 15 1 1 0.0826% 54.3% YPIEHGIVSNWDDMEK K I 95.0% 105 40.7 17.1 0 2 3 0 2 1,932.8798 70 85 false gi|225441455,gi|225431585,gi|225449523,gi|225448323
6214 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinifera] gi|225433674,gi|296089614,gi|359477987 37,525.0 88.2% 1 1 1 1 0.131% 3.81% YIGLSEASASTIR K R 95.0% 83.8 43.5 11.6 0 1 0 0 2 1,367.7165 153 165 true gi|147767361
6214 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 15,812.8 100.0% 2 2 2 2 0.261% 18.1% EIVEAIDEENK K S 95.0% 74.4 40.9 9.7 0 1 0 0 2 1,288.6268 58 68 true
6214 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 15,812.8 100.0% 2 2 2 2 0.261% 18.1% GDATYVHWTLEYEK K L 95.0% 47.1 40.3 11.4 0 1 0 0 2 1,711.7963 96 109 true
6214 PREDICTED: 60S ribosomal protein L5-like isoform 2 [Vitis vinifera] gi|225434146,gi|296084316 34,457.4 100.0% 1 1 1 1 0.131% 2.99% ALLDVGLVR R T 95.0% 63 45.6 11.8 0 1 0 0 2 955.5936 143 151 true
6214 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225428442,gi|76559896 33,911.9 88.2% 1 8 1 3 0.392% 20.8% AVFNKEDDIGTYTIK K A 95.0% 99.4 40.8 12.7 0 1 0 0 2 1,713.8696 186 200 false gi|76559894
6214 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225428442,gi|76559896 33,911.9 88.2% 1 8 1 3 0.392% 20.8% DKVIILGDGNPK R A 95.0% 79.1 40.9 11.5 0 1 0 0 2 1,268.7212 174 185 false gi|76559892,gi|76559894
6214 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225428442,gi|76559896 33,911.9 88.2% 1 8 1 3 0.392% 20.8% EDDIGTYTIK K A 95.0% 54.2 40.3 5.47 0 1 0 0 2 1,154.5578 191 200 false gi|76559892,gi|76559894
6214 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225428442,gi|76559896 33,911.9 88.2% 1 8 1 3 0.392% 20.8% FFPSEFGNDVDR R V 95.0% 51.9 41 10.9 0 2 1 0 2 1,429.6383 108 119 false gi|76559894
6214 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225428442,gi|76559896 33,911.9 88.2% 1 8 1 3 0.392% 20.8% ILIIGGTGYIGK K F 95.0% 96.3 41.2 12 0 1 0 0 2 1,204.7303 7 18 false gi|76559892,gi|76559894
6214 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225428442,gi|76559896 33,911.9 88.2% 1 8 1 3 0.392% 20.8% RFFPSEFGNDVDR K V 95.0% 47.8 40.8 9.68 0 0 1 0 2 1,585.7394 107 119 false gi|76559894
6214 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225428442,gi|76559896 33,911.9 88.2% 1 8 1 3 0.392% 20.8% VIILGDGNPK K A 95.0% 72.6 40.1 12.2 0 2 0 0 2 1,025.5992 176 185 false gi|76559892,gi|76559894
6214 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225428442,gi|76559896 33,911.9 88.2% 1 8 1 3 0.392% 20.8% YTTVDEYLDQFV K - 95.0% 75.8 40.9 11.5 0 3 0 0 2 1,492.6843 297 308 true
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% AVFNKEDDIGTYTIK K A 95.0% 99.4 40.8 12.7 0 1 0 0 2 1,713.8696 184 198 true gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% DKVIILGDGNPK R A 95.0% 79.1 40.9 11.5 0 1 0 0 2 1,268.7212 172 183 true gi|76559892,gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% EDDIGTYTIK K A 95.0% 54.2 40.3 5.47 0 1 0 0 2 1,154.5578 189 198 true gi|76559892,gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% FFPSEFGNDVDR R V 95.0% 51.9 41 10.9 0 2 1 0 2 1,429.6383 106 117 true gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% FIVAASAK K S 95.0% 58.9 41.2 6.97 0 1 0 0 2 806.4770 19 26 true
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% GDHTNFEIEPSFGVEATELYPDVK K Y 95.0% 73 40.5 10.2 0 0 1 0 2 2,694.2572 271 294 true
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% ILIIGGTGYIGK K F 95.0% 96.3 41.2 12 0 1 0 0 2 1,204.7303 7 18 true gi|76559892,gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% ILIIGGTGYIGKFIVAASAK K S 95.0% 40.9 40.9 9.31 0 1 1 0 2 1,992.1895 7 26 true
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% ILYIRPPQNTYSFNDLVSLWEK K K 95.0% 75.2 40.5 44.9 0 0 1 0 2 2,696.4084 209 230 true
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% RFFPSEFGNDVDR K V 95.0% 47.8 40.8 9.68 0 0 1 0 2 1,585.7394 105 117 true gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% SGHPTFALVR K E 95.0% 32 40.2 9.85 0 0 1 0 2 1,084.5898 27 36 true gi|76559892
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% SSGVTLVYGDLYDHESLVK K A 95.0% 57.2 40.7 11.2 0 2 2 0 2 2,082.0391 52 70 true
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% VIILGDGNPK K A 95.0% 72.6 40.1 12.2 0 2 0 0 2 1,025.5992 174 183 true gi|76559892,gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 14 14 18 23 3.00% 48.0% YTTVDEYLNQFV K - 95.0% 28.6 40.8 9.17 0 2 1 0 2 1,491.7002 295 306 true
6214 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 7 2 2 0.261% 22.1% DKVIILGDGNPK R A 95.0% 79.1 40.9 11.5 0 1 0 0 2 1,268.7212 174 185 false gi|76559894,gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 7 2 2 0.261% 22.1% EDDIGTYTIK R A 95.0% 54.2 40.3 5.47 0 1 0 0 2 1,154.5578 191 200 false gi|76559894,gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 7 2 2 0.261% 22.1% FLPSEFGNDVDR R V 95.0% 55.9 40.9 10.5 0 1 0 0 2 1,395.6540 108 119 true
6214 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 7 2 2 0.261% 22.1% ILIIGGTGYIGK K F 95.0% 96.3 41.2 12 0 1 0 0 2 1,204.7303 7 18 false gi|76559894,gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 7 2 2 0.261% 22.1% SGHPTFALVR K E 95.0% 32 40.2 9.85 0 0 1 0 2 1,084.5898 27 36 false gi|76559894
6214 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 7 2 2 0.261% 22.1% VIILGDGNPK K A 95.0% 72.6 40.1 12.2 0 2 0 0 2 1,025.5992 176 185 false gi|76559894,gi|76559896,gi|225428442
6214 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 7 2 2 0.261% 22.1% YCTVDEYLSAFV K - 95.0% 61.2 40.6 10.9 0 1 0 0 2 1,466.6508 297 308 true
6214 PREDICTED: probable NAD(P)H-dependent oxidoreductase 1 [Vitis vinifera] gi|147862768,gi|225424502,gi|297737568 36,234.8 100.0% 1 1 1 1 0.131% 3.12% ALQIGLINSR K D 95.0% 70.2 40.4 12.3 0 1 0 0 2 1,084.6474 67 76 true
4126 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 3 3 3 3 0.269% 15.4% ESGSTMAVVAAQTK R A 95.0% 56.7 41 5.86 0 1 0 0 2 1,379.6835 136 149 true
4126 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 3 3 3 3 0.269% 15.4% SDFQVAAQNCWIR R R 95.0% 70.8 40.9 13.7 0 1 0 0 2 1,594.7431 58 70 true
4126 PREDICTED: triosephosphate isomerase, cytosolic isoform 1 [Vitis vinifera] gi|225434935 27,329.9 100.0% 3 3 3 3 0.269% 15.4% VIACVGETLEQR K E 95.0% 79.8 40.9 14.3 0 1 0 0 2 1,374.7047 124 135 true gi|147784332
4126 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 99.8% 2 2 2 2 0.179% 16.6% EIVEAIDEENK K S 95.0% 60.7 40.9 9.85 0 1 0 0 2 1,288.6268 71 81 true
4126 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 99.8% 2 2 2 2 0.179% 16.6% GDATYVHWTLEYEK K L 95.0% 48 40.7 13.3 0 1 0 0 2 1,711.7963 109 122 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% DRGPYPADQVVR R D 95.0% 41.2 40.8 10.8 0 0 1 0 2 1,372.6969 114 125 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% FAFVLYDSSNR K T 95.0% 92.3 42.4 8.93 0 1 0 0 2 1,318.6425 131 141 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% GCFFTTSGGLR K S 95.0% 75.2 40.7 12.5 0 1 0 0 2 1,202.5624 188 198 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% GPYPADQVVR R D 95.0% 71 40.5 12.2 0 1 0 0 2 1,101.5688 116 125 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% SFEHPLNELR R A 95.0% 57.4 40.4 11.3 0 1 0 0 2 1,241.6273 199 208 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% SIAEAPEGLR K T 95.0% 48.1 40.4 9.62 0 1 0 0 2 1,042.5528 8 17 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% TANEVIIVIEAYR K T 95.0% 44.2 40.9 11.9 0 1 1 0 2 1,490.8213 98 110 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% TPDSASLPALK R D 95.0% 64.1 40.4 9.02 0 1 0 0 2 1,099.5995 18 28 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% VDSSGQVCGANFK R V 95.0% 100 40.7 12 0 1 0 0 2 1,368.6213 213 225 true
4126 PREDICTED: uncharacterized protein LOC100242660 [Vitis vinifera] gi|225432802 27,140.9 100.0% 10 10 11 11 0.986% 41.0% VGSAANWSTHY R - 95.0% 90.8 40.8 5.75 0 1 0 0 2 1,192.5380 239 249 true
4126 PREDICTED: methylthioribose kinase [Vitis vinifera] gi|225429289 47,944.1 100.0% 3 3 3 3 0.269% 7.88% AVAEFCGNVELCR R L 95.0% 61.2 40.8 13.6 0 1 0 0 2 1,524.6934 165 177 true
4126 PREDICTED: methylthioribose kinase [Vitis vinifera] gi|225429289 47,944.1 100.0% 3 3 3 3 0.269% 7.88% AYFEATALR R E 95.0% 64.1 43 9.1 0 1 0 0 2 1,041.5363 81 89 true
4126 PREDICTED: methylthioribose kinase [Vitis vinifera] gi|225429289 47,944.1 100.0% 3 3 3 3 0.269% 7.88% LANQLDGLQIK K E 95.0% 68.6 40.6 10.9 0 1 0 0 2 1,212.6949 28 38 true
4126 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 5 0.448% 26.0% QVFVTQMGLSDK R D 95.0% 53.5 41.8 8.43 0 1 0 0 2 1,368.6830 143 154 true
4126 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 5 0.448% 26.0% SGFEGPWTSNPLIFDNSYFK R E 95.0% 44.5 40.8 10.8 0 0 1 0 2 2,306.0765 173 192 true
4126 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 5 0.448% 26.0% SYPTVSEEYKK K A 95.0% 48.1 41.2 10.6 0 1 0 0 2 1,330.6525 4 14 true
4126 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 5 0.448% 26.0% TGGPFGTMK R K 95.0% 52.2 39.6 9.08 0 1 0 0 2 911.4294 53 61 true gi|161778778
4126 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 5 0.448% 26.0% YAADEDAFFEDYK K E 95.0% 40.9 40.7 10 0 1 0 0 2 1,583.6537 224 236 true
4126 PREDICTED: putative oxidoreductase GLYR1 isoform 1 [Vitis vinifera] gi|225468850,gi|225468852 30,812.9 100.0% 4 4 4 4 0.358% 22.3% GGSFLEAPVSGSK K K 95.0% 62.4 40.9 10.4 0 1 0 0 2 1,235.6267 112 124 true
4126 PREDICTED: putative oxidoreductase GLYR1 isoform 1 [Vitis vinifera] gi|225468850,gi|225468852 30,812.9 100.0% 4 4 4 4 0.358% 22.3% KPAEDGQLVILAAGEK K A 95.0% 65.3 40.8 11.4 0 0 1 0 2 1,638.9064 125 140 true
4126 PREDICTED: putative oxidoreductase GLYR1 isoform 1 [Vitis vinifera] gi|225468850,gi|225468852 30,812.9 100.0% 4 4 4 4 0.358% 22.3% MEVGFLGLGIMGK - A 95.0% 83.2 44.8 12.4 0 1 0 0 2 1,393.7221 1 13 true
4126 PREDICTED: putative oxidoreductase GLYR1 isoform 1 [Vitis vinifera] gi|225468850,gi|225468852 30,812.9 100.0% 4 4 4 4 0.358% 22.3% SGLNPHTLLDVLDLGGIANPMFR R L 95.0% 52.9 40.6 8.13 0 0 1 0 2 2,450.2864 194 216 true
4126 PREDICTED: soluble inorganic pyrophosphatase [Vitis vinifera] gi|225453656,gi|296089025 25,612.6 91.8% 1 1 1 1 0.0896% 5.41% IIAVCADDPEYR K H 95.0% 76.8 42.3 12.7 0 1 0 0 2 1,421.6731 148 159 true
4126 PREDICTED: nuclear transcription factor Y subunit C-9-like [Vitis vinifera] gi|225432550 29,138.6 99.8% 2 2 3 3 0.269% 9.54% MISAEAPVIFAR R A 95.0% 76.4 42.3 8.5 0 1 0 0 2 1,320.6981 121 132 true
4126 PREDICTED: nuclear transcription factor Y subunit C-9-like [Vitis vinifera] gi|225432550 29,138.6 99.8% 2 2 3 3 0.269% 9.54% TDIFDFLVDIVPR R E 95.0% 52.9 41 14 0 1 1 0 2 1,549.8263 169 181 true
4126 PREDICTED: ubiquitin-40S ribosomal protein S27a isoform 1 [Vitis vinifera] gi|147769165,gi|147802377,gi|147805226,gi| 51,190.4 99.9% 2 2 2 2 0.179% 3.94% ESTLHLVLR K L 95.0% 60 44.5 8.77 0 1 0 0 2 1,067.6208 64 72 true
4126 PREDICTED: ubiquitin-40S ribosomal protein S27a isoform 1 [Vitis vinifera] gi|147769165,gi|147802377,gi|147805226,gi| 51,190.4 99.9% 2 2 2 2 0.179% 3.94% TLADYNIQK R E 95.0% 53.3 40.6 7.57 0 1 0 0 2 1,065.5576 55 63 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% FDLMLLGMGPDGHVASLFPGHPLVK K E 95.0% 80.3 40.5 8.76 0 0 5 0 2 2,664.3682 151 175 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% HLVTNGVLHVSAK K T 95.0% 57.3 40.9 12.3 0 0 1 0 2 1,374.7852 133 145 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% ITFTFPVINSSAYIAMVVVGAGK R A 95.0% 55.8 40.8 13.7 0 2 3 0 2 2,401.2837 195 217 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% KLVEAPYIDSIEWGK R W 95.0% 60.3 41.1 12.7 0 1 2 0 2 1,747.9267 59 73 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% LAYDGFLSK K V 95.0% 57.7 40.1 11.6 0 3 0 0 2 1,013.5303 95 103 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% LVEAPYIDSIEWGK K W 95.0% 87.9 40.7 17.5 0 3 1 0 2 1,619.8317 60 73 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% SSFTVVLSGGSLIHSLR K K 95.0% 87.1 40.8 7.56 0 2 6 0 2 1,759.9701 42 58 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% VFDSEEEVAVGLAK K Y 95.0% 136 40.9 18.1 0 4 1 0 2 1,492.7530 15 28 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% VPIPPGQVYAINDALSAEGAADDYE K H 95.0% 84.6 40.1 15.8 0 0 5 0 2 3,077.4776 104 132 true
4126 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 10 10 16 41 3.67% 59.9% WHVFWVDER K V 95.0% 55.5 40.8 12.5 0 1 1 0 2 1,273.6112 74 82 true
4126 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 99.8% 2 2 2 2 0.179% 6.90% GYMFTTTAER R E 95.0% 60.6 40.8 8.67 0 1 0 0 2 1,192.5304 199 208 true
4126 PREDICTED: actin-7 [Vitis vinifera] gi|225431585 41,708.6 99.8% 2 2 2 2 0.179% 6.90% NYELPDGQVITIGAER K F 95.0% 75.2 42.1 12.4 0 1 0 0 2 1,774.8972 241 256 true
4126 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 91.8% 1 2 1 1 0.0896% 8.70% LSELGFADAEEQG K - 95.0% 57.9 40.8 5.68 0 1 0 0 2 1,365.6170 241 253 true
4126 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 91.8% 1 2 1 1 0.0896% 8.70% TGGPFGTMK K H 95.0% 52.2 39.6 9.08 0 1 0 0 2 911.4294 53 61 false gi|225435177
4126 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 5 5 6 6 0.538% 26.7% EAAVVDPVEPQK K V 95.0% 66.4 40.7 12.9 0 1 0 0 2 1,281.6686 24 35 true
4126 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 5 5 6 6 0.538% 26.7% IVPVPCLEDNYSYLIIDESSK K E 95.0% 30.5 40.7 10.9 0 0 1 0 2 2,454.2111 3 23 true
4126 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 5 5 6 6 0.538% 26.7% NLQFALTVEPDNVR K V 95.0% 51.5 40.7 11.1 0 1 1 0 2 1,615.8439 180 193 true
4126 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 5 5 6 6 0.538% 26.7% VDLPELQER R V 95.0% 58.7 40.4 10.9 0 1 0 0 2 1,098.5791 228 236 true
4126 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 5 5 6 6 0.538% 26.7% VLQAAYEYGVHLK K L 95.0% 70.2 40.9 11.7 0 1 0 0 2 1,490.8002 36 48 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% AAELAVSSLQALLQR K T 95.0% 87.9 40.8 13 0 1 1 0 2 1,569.8959 254 268 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% AAPPILSLALPSETGR M V 95.0% 51.8 40.8 44.9 0 1 1 0 1 1,634.9114 2 17 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% EACNILHASGPSK R V 95.0% 69.1 40.7 11 0 1 0 0 2 1,383.6686 177 189 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% LTYVCDPVMGDDGK K L 95.0% 81.1 40.8 13.7 0 2 0 0 2 1,569.6927 119 132 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% LVQSQDDIR R H 95.0% 57.3 40.5 11.2 0 2 0 0 2 1,073.5587 289 297 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% LVQSQDDIRHPEVK R Y 95.0% 34 40.9 9.79 0 0 1 0 2 1,663.8764 289 302 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% LYVPTELVAIYR K E 95.0% 88.5 40.8 14.7 0 1 1 0 2 1,436.8148 133 144 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% VGFAPQSSSLEIR K L 95.0% 80.1 40.8 13.1 0 2 1 0 2 1,390.7325 276 288 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% VLSIQSHTVQGYVGNK R S 95.0% 69.4 40.8 10.7 0 1 0 0 2 1,729.9232 18 33 true
7210 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|359488203 33,870.5 100.0% 10 10 14 17 1.99% 43.7% VVPVASMLTPNQFEAELLTGFR K I 95.0% 37.7 40.7 9.29 0 0 1 0 2 2,435.2641 147 168 true
7210 PREDICTED: cysteine-rich repeat secretory protein 38-like [Vitis vinifera] gi|225447358 27,069.8 100.0% 2 2 2 2 0.234% 8.68% AAIIWYDYCLLK K Y 95.0% 68.3 40.7 14.2 0 1 0 0 2 1,528.7870 111 122 true
7210 PREDICTED: cysteine-rich repeat secretory protein 38-like [Vitis vinifera] gi|225447358 27,069.8 100.0% 2 2 2 2 0.234% 8.68% ELLSNLAQK K A 95.0% 56.5 44.6 4.11 0 1 0 0 2 1,015.5783 158 166 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinifera] gi|225441375 37,484.8 100.0% 5 8 5 5 0.584% 33.9% AGGGSLQVVISESGWPSAGGTATTV R T 95.0% 64.7 40.5 12.7 0 0 1 0 2 2,717.3379 258 286 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinifera] gi|225441375 37,484.8 100.0% 5 8 5 5 0.584% 33.9% APGVVVQDGQLGYR K N 95.0% 68.2 40.8 12.8 0 1 0 0 2 1,458.7701 228 241 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinifera] gi|225441375 37,484.8 100.0% 5 8 5 5 0.584% 33.9% APLLVNLYPYFSYIGNTR R D 95.0% 67.5 40.8 9.62 0 1 0 0 2 2,101.1117 200 217 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinifera] gi|225441375 37,484.8 100.0% 5 8 5 5 0.584% 33.9% HWGLFLPNK K Q 95.0% 29.6 40.3 12.8 0 0 1 0 2 1,111.6048 328 336 false gi|225441373
7210 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinifera] gi|225441375 37,484.8 100.0% 5 8 5 5 0.584% 33.9% LDYALFK R A 95.0% 55 39.5 6.94 0 1 0 0 2 869.4768 221 227 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinifera] gi|225441375 37,484.8 100.0% 5 8 5 5 0.584% 33.9% LYDPNQAALQALR R G 95.0% 71.4 40.7 44.9 0 1 0 0 2 1,472.7857 66 78 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinifera] gi|225441375 37,484.8 100.0% 5 8 5 5 0.584% 33.9% NLFDAILDAVYSALER R A 95.0% 57 40.9 12.3 0 1 1 0 2 1,809.9382 242 257 false gi|225441373
7210 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinifera] gi|225441375 37,484.8 100.0% 5 8 5 5 0.584% 33.9% TYNSNLIQHVK K G 95.0% 49.9 41 9.98 0 2 0 0 2 1,316.6957 287 297 false gi|225441373
7210 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 36,659.9 100.0% 8 8 10 19 2.22% 37.1% HWGLFLPNK K Q 95.0% 29.6 40.3 12.8 0 0 1 0 2 1,111.6048 323 331 true gi|225441375
7210 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 36,659.9 100.0% 8 8 10 19 2.22% 37.1% IVVSESGWPSAGGTQTTVDNAR K T 95.0% 108 40.6 10.6 0 1 0 0 2 2,232.0892 260 281 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 36,659.9 100.0% 8 8 10 19 2.22% 37.1% NGNNLPAPGEVVALYNQYNIR R R 95.0% 54.9 40.7 15.6 0 0 1 0 2 2,316.1731 42 62 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 36,659.9 100.0% 8 8 10 19 2.22% 37.1% NLFDAILDAVYSALER K A 95.0% 57 40.9 12.3 0 1 1 0 2 1,809.9382 237 252 true gi|225441375
7210 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 36,659.9 100.0% 8 8 10 19 2.22% 37.1% RPTGPIETYVFAMFDEDNK K T 95.0% 105 40.7 12 0 0 1 0 2 2,230.0487 298 316 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 36,659.9 100.0% 8 8 10 19 2.22% 37.1% RPTGPIETYVFAMFDEDNKTPELEK K H 95.0% 39.2 40.3 13.8 0 0 1 0 2 2,927.4135 298 322 true
7210 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 36,659.9 100.0% 8 8 10 19 2.22% 37.1% TYNSNLIQHVK R G 95.0% 49.9 41 9.98 0 2 0 0 2 1,316.6957 282 292 true gi|225441375
7210 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 36,659.9 100.0% 8 8 10 19 2.22% 37.1% VSTAIDTGVLGVSYPPSSGSFK K S 95.0% 126 40.7 9.89 0 5 5 0 2 2,169.1075 160 181 true
7210 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|225431852 17,399.3 92.0% 1 2 1 1 0.117% 17.6% AIEAYVLAHPDAY K - 95.0% 72.6 40.9 12 0 1 0 0 2 1,432.7107 147 159 false gi|225431844,gi|163914213,gi|334089964
7210 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|225431852 17,399.3 92.0% 1 2 1 1 0.117% 17.6% SVEILQGQGGPGTIK K K 95.0% 86.6 44.8 11.7 0 1 0 0 2 1,483.8118 41 55 true
7210 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 3 3 3 3 0.350% 13.4% FFPSEFGNDVDR R V 95.0% 60.5 41 10.5 0 1 0 0 2 1,429.6383 106 117 true gi|76559896,gi|225428442
7210 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 3 3 3 3 0.350% 13.4% SSGVTLVYGDLYDHESLVK K A 95.0% 58.8 40.7 7.99 0 0 1 0 2 2,082.0391 52 70 true
7210 TPA: isoflavone reductase-like protein 5 [Vitis vinifera] gi|76559894 33,868.4 100.0% 3 3 3 3 0.350% 13.4% VIILGDGNPK K A 95.0% 64.3 40.1 10.7 0 1 0 0 2 1,025.5992 174 183 true gi|76559892,gi|76559896,gi|225428442
7210 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|163914213,gi|225431844,gi|334089964 17,110.4 100.0% 1 1 1 1 0.117% 8.23% AIEAYVLAHPDAY K - 95.0% 72.6 40.9 12 0 1 0 0 2 1,432.7107 146 158 true gi|225431852
7210 PREDICTED: GEM-like protein 5 [Vitis vinifera] gi|225468805 31,538.3 92.0% 1 1 1 1 0.117% 4.21% AITEGGFESLYK K Q 95.0% 64.3 41.6 10.7 0 1 0 0 2 1,314.6577 142 153 true
5121 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 5 5 5 5 0.377% 10.6% GDILAVGVTEK K D 95.0% 51.2 40.5 10 0 1 0 0 2 1,101.6152 92 102 true
5121 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 5 5 5 5 0.377% 10.6% IASAYSDVLSAK K I 95.0% 67 40.7 44.9 0 1 0 0 2 1,224.6470 292 303 true
5121 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 5 5 5 5 0.377% 10.6% SLGETVAVAAK R A 95.0% 56.6 40.7 6.25 0 1 0 0 2 1,045.5888 176 186 true
5121 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 5 5 5 5 0.377% 10.6% SVDIIGLGTGPDVQK K K 95.0% 54.8 40.7 7.83 0 1 0 0 2 1,498.8115 240 254 true
5121 PREDICTED: leucine aminopeptidase 2, chloroplastic isoform 1 [Vitis vinifera] gi|225445867,gi|297743644 60,726.3 100.0% 5 5 5 5 0.377% 10.6% YAEDVCSGVIFGK K E 95.0% 67.4 41.2 11.4 0 1 0 0 2 1,444.6778 258 270 true
5121 hypothetical protein VITISV_041523 [Vitis vinifera] gi|147784332 27,179.4 100.0% 2 2 2 2 0.151% 10.6% ESGSTMEVVAAQTK R A 95.0% 70.4 40.9 8.34 0 1 0 0 2 1,437.6890 136 149 true
5121 hypothetical protein VITISV_041523 [Vitis vinifera] gi|147784332 27,179.4 100.0% 2 2 2 2 0.151% 10.6% IIYGGSVSGANCK R E 95.0% 80.8 40.8 10.1 0 1 0 0 2 1,325.6519 207 219 true
5121 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 99.8% 2 2 2 2 0.151% 16.6% EIVEAIDEENK K S 95.0% 71.9 40.9 11.6 0 1 0 0 2 1,288.6268 71 81 true
5121 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 99.8% 2 2 2 2 0.151% 16.6% GDATYVHWTLEYEK K L 95.0% 61.7 40.7 12.8 0 1 0 0 2 1,711.7963 109 122 true
5121 PREDICTED: myosin IB heavy chain [Vitis vinifera] gi|225462707 26,896.8 100.0% 3 3 3 3 0.226% 15.5% EVQFEEVEGGVK K T 95.0% 86.1 41 13.5 0 1 0 0 2 1,349.6584 216 227 true
5121 PREDICTED: myosin IB heavy chain [Vitis vinifera] gi|225462707 26,896.8 100.0% 3 3 3 3 0.226% 15.5% FEYNAASDLVK R E 95.0% 62.1 40.8 9.04 0 1 0 0 2 1,256.6157 205 215 true
5121 PREDICTED: myosin IB heavy chain [Vitis vinifera] gi|225462707 26,896.8 100.0% 3 3 3 3 0.226% 15.5% NVTEDQEPFMGVK K V 95.0% 66.7 40.8 11.5 0 1 0 0 2 1,493.6942 54 66 true
5121 PREDICTED: adenylate kinase B [Vitis vinifera] gi|225456268 26,957.1 99.8% 2 2 2 2 0.151% 13.5% GELVSDDLVVGIIDEAIK K K 95.0% 85 40.8 9.4 0 1 0 0 2 1,885.0168 87 104 true
5121 PREDICTED: adenylate kinase B [Vitis vinifera] gi|225456268 26,957.1 99.8% 2 2 2 2 0.151% 13.5% VHGIDDVTGEPLIQR K K 95.0% 37.6 41.1 9.06 0 0 1 0 2 1,648.8656 177 191 true
5121 PREDICTED: serine hydroxymethyltransferase 1 [Vitis vinifera] gi|225433510 51,889.9 88.3% 1 1 1 1 0.0754% 2.34% LIICGGSAYPR K D 95.0% 58.9 42.5 12.3 0 1 0 0 2 1,206.6301 184 194 true
5121 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 7 0.528% 24.8% EGLLQLPSDK K A 95.0% 58.1 40.4 7.85 0 2 0 0 2 1,099.5996 200 209 true gi|161778778
5121 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 7 0.528% 24.8% QVFVTQMGLSDK R D 95.0% 54.1 40.7 4.27 0 1 0 0 2 1,352.6880 143 154 true
5121 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 7 0.528% 24.8% SGFEGPWTSNPLIFDNSYFK R E 95.0% 48.8 40.8 12.5 0 0 1 0 2 2,306.0765 173 192 true
5121 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 7 0.528% 24.8% SYPTVSEEYKK K A 95.0% 51.6 41.2 8.53 0 2 0 0 2 1,330.6525 4 14 true
5121 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 27,540.5 100.0% 5 5 5 7 0.528% 24.8% TGGPFGTMK R K 95.0% 53.3 40.1 9.71 0 1 0 0 2 895.4344 53 61 true gi|161778778
5121 PREDICTED: chromatin structure-remodeling complex protein BSH [Vitis vinifera] gi|147854286,gi|225432226 145,887.4 99.8% 2 2 2 2 0.151% 2.48% LPPAFITQIAQSIQSQLAEFR K S 95.0% 58.2 41 11.4 0 0 1 0 2 2,358.2818 1187 1207 true
5121 PREDICTED: chromatin structure-remodeling complex protein BSH [Vitis vinifera] gi|147854286,gi|225432226 145,887.4 99.8% 2 2 2 2 0.151% 2.48% SFEGQDMQTGEK R I 95.0% 67.3 42.1 7.87 0 1 0 0 2 1,356.5738 1208 1219 true
5121 PREDICTED: GTP-binding nuclear protein Ran-3-like [Vitis vinifera] gi|225430202,gi|225430204,gi|225442825 25,066.7 100.0% 3 3 3 3 0.226% 14.5% FYCWDTAGQEK R F 95.0% 63.1 40.8 13.8 0 1 0 0 2 1,404.5890 64 74 true
5121 PREDICTED: GTP-binding nuclear protein Ran-3-like [Vitis vinifera] gi|225430202,gi|225430204,gi|225442825 25,066.7 100.0% 3 3 3 3 0.226% 14.5% LVIVGDGGTGK K T 95.0% 66.4 40.8 7.7 0 1 0 0 2 1,015.5785 16 26 true
5121 PREDICTED: GTP-binding nuclear protein Ran-3-like [Vitis vinifera] gi|225430202,gi|225430204,gi|225442825 25,066.7 100.0% 3 3 3 3 0.226% 14.5% NLQYYEISAK K S 95.0% 43.7 40.9 12.6 0 1 0 0 2 1,228.6208 146 155 true
5121 hypothetical protein VITISV_016685 [Vitis vinifera] gi|147855970 26,811.9 99.8% 1 1 1 1 0.0754% 8.37% SGYIQAAVLLHPSFVSLDDIK K G 95.0% 62.9 40.8 12.4 0 0 1 0 2 2,273.2178 151 171 true
5121 PREDICTED: proteasome subunit alpha type-4 isoform 2 [Vitis vinifera] gi|225462543 27,244.5 100.0% 3 3 3 4 0.301% 19.2% AAAIGANNQAAQSMLK K Q 95.0% 70.7 41 11.7 0 2 0 0 2 1,574.7956 161 176 true
5121 PREDICTED: proteasome subunit alpha type-4 isoform 2 [Vitis vinifera] gi|225462543 27,244.5 100.0% 3 3 3 4 0.301% 19.2% EDAVQLALK R V 95.0% 52.6 40.5 4.24 0 1 0 0 2 986.5518 186 194 true
5121 PREDICTED: proteasome subunit alpha type-4 isoform 2 [Vitis vinifera] gi|225462543 27,244.5 100.0% 3 3 3 4 0.301% 19.2% LYQVEYAMEAIGNAGTAIGILSK R D 95.0% 42.1 40.7 9.49 0 0 1 0 2 2,412.2481 18 40 true
5121 PREDICTED: putative oxidoreductase GLYR1 isoform 1 [Vitis vinifera] gi|225468850,gi|225468852 30,812.9 100.0% 4 4 4 4 0.301% 23.7% GYIDMSTVGADTSSK K I 95.0% 67 40.9 9.79 0 1 0 0 2 1,531.6946 89 103 true
5121 PREDICTED: putative oxidoreductase GLYR1 isoform 1 [Vitis vinifera] gi|225468850,gi|225468852 30,812.9 100.0% 4 4 4 4 0.301% 23.7% LALALGDENAVSMPVAAAANEAFK R K 95.0% 56.1 42.1 13.7 0 0 1 0 2 2,373.2119 242 265 true
5121 PREDICTED: putative oxidoreductase GLYR1 isoform 1 [Vitis vinifera] gi|225468850,gi|225468852 30,812.9 100.0% 4 4 4 4 0.301% 23.7% MEVGFLGLGIMGK - A 95.0% 126 41 16.2 0 1 0 0 2 1,393.7221 1 13 true
5121 PREDICTED: putative oxidoreductase GLYR1 isoform 1 [Vitis vinifera] gi|225468850,gi|225468852 30,812.9 100.0% 4 4 4 4 0.301% 23.7% SLGLGDLDFSAVYETVK R T 95.0% 80.8 40.9 11.7 0 1 0 0 2 1,813.9220 269 285 true
5121 PREDICTED: uncharacterized protein DDB_G0288155 isoform 1 [Vitis vinifera] gi|225458237,gi|225458239 29,553.0 100.0% 2 2 2 3 0.226% 8.46% AIYTVGFWIR K E 95.0% 55.1 44.2 9.38 0 1 0 0 2 1,225.6728 7 16 true
5121 PREDICTED: uncharacterized protein DDB_G0288155 isoform 1 [Vitis vinifera] gi|225458237,gi|225458239 29,553.0 100.0% 2 2 2 3 0.226% 8.46% IPCGEVWGGNPAK R F 95.0% 72.2 40.9 14.4 0 2 0 0 2 1,384.6680 175 187 true
5121 PREDICTED: soluble inorganic pyrophosphatase [Vitis vinifera] gi|225453656,gi|296089025 25,612.6 100.0% 2 2 2 2 0.151% 13.1% IIAVCADDPEYR K H 95.0% 94.3 41 16.1 0 1 0 0 2 1,421.6731 148 159 true
5121 PREDICTED: soluble inorganic pyrophosphatase [Vitis vinifera] gi|225453656,gi|296089025 25,612.6 100.0% 2 2 2 2 0.151% 13.1% ILYSSVVYPHNYGFIPR R T 95.0% 42.1 40.7 9.65 0 0 1 0 2 2,025.0592 87 103 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% AAYALSQGLK K V 95.0% 67.2 40.6 13.4 0 1 0 0 2 1,021.5677 182 191 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% AFADAVPSWDDVVIAYEPVWAIGT K V 95.0% 63.4 40.4 15.2 0 0 1 0 2 2,777.3823 218 243 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% GGAFTGEISVEQLK K D 95.0% 72.8 40.8 13 0 1 0 0 2 1,435.7429 140 153 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% GPEFAVIVNSVTSK K K 95.0% 108 40.9 13.8 0 1 0 0 2 1,447.7791 307 320 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% HVIGEDDQFIGK R K 95.0% 85.1 40.8 13.9 0 1 1 0 2 1,357.6749 169 180 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% IEISAQNSWVGK R G 95.0% 71.3 40.9 13.4 0 2 0 0 2 1,331.6954 128 139 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% LEADVDVVVAPPFVYLDQVK K N 95.0% 81.5 40.8 13.5 0 0 1 0 2 2,216.1851 102 121 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% LVSDLNSAK K L 95.0% 57.5 41.2 5.65 0 1 0 0 2 946.5204 93 101 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% QEDIDGFLVGGASLK K G 95.0% 56.8 40.9 7.65 0 1 0 0 2 1,548.7907 292 306 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% TFDVCFQQMK K A 95.0% 53.5 40.9 14.5 0 1 0 0 2 1,303.5811 208 217 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% VATPLQAQEVHIAVR K D 95.0% 71.1 40.8 10.8 0 1 1 0 2 1,631.9228 244 258 true
5121 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vitis vinifera] gi|225427917,gi|297744661 34,657.2 100.0% 12 12 14 15 1.13% 52.2% VIACIGELLQER K E 95.0% 77.6 40.7 14.7 0 1 0 0 2 1,400.7568 192 203 true
5121 PREDICTED: nuclear transcription factor Y subunit C-9-like [Vitis vinifera] gi|225432550 29,138.6 99.8% 1 1 2 2 0.151% 4.96% TDIFDFLVDIVPR R E 95.0% 53.8 41 11.5 0 1 1 0 2 1,549.8263 169 181 true
5121 hypothetical protein VITISV_012089 [Vitis vinifera] gi|147866319 30,737.8 100.0% 2 2 2 2 0.151% 9.89% FASMIANAGFQK K V 95.0% 79.3 41.6 9.78 0 1 0 0 2 1,284.6405 243 254 true
5121 hypothetical protein VITISV_012089 [Vitis vinifera] gi|147866319 30,737.8 100.0% 2 2 2 2 0.151% 9.89% FLCLELSHVEIPVFK R E 95.0% 38.3 41.4 10 0 0 1 0 2 1,830.9824 188 202 true
5121 unnamed protein product [Vitis vinifera] gi|296084787 13,331.0 88.3% 1 1 1 1 0.0754% 9.48% GEDTLAVWSDR K N 95.0% 76.9 41 12.2 0 1 0 0 2 1,248.5856 37 47 true
5121 PREDICTED: protein IN2-1 homolog B-like [Vitis vinifera] gi|297746174,gi|359479025 32,636.0 100.0% 2 2 3 3 0.226% 10.5% GDSQNEINAAFDYLETALSK K F 95.0% 107 43.4 10 0 1 1 0 2 2,186.0249 189 208 true
5121 PREDICTED: protein IN2-1 homolog B-like [Vitis vinifera] gi|297746174,gi|359479025 32,636.0 100.0% 2 2 3 3 0.226% 10.5% VTGESLDLIK K Y 95.0% 58.5 40.9 7.47 0 1 0 0 2 1,074.6043 138 147 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% FDLMLLGMGPDGHVASLFPGHPLVK K E 95.0% 79.4 40.6 9.41 0 0 5 0 2 2,680.3631 151 175 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% HLVTNGVLHVSAK K T 95.0% 65.2 40.9 11.6 0 0 1 0 2 1,374.7852 133 145 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% ITFTFPVINSSAYIAMVVVGAGK R A 95.0% 118 40.8 14.4 0 2 1 0 2 2,401.2837 195 217 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% KLVEAPYIDSIEWGK R W 95.0% 101 41.1 15.4 0 2 0 0 2 1,747.9267 59 73 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% KWVTFIK K D 95.0% 51.8 40.8 5.29 0 1 0 0 2 921.5557 179 185 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% LAYDGFLSK K V 95.0% 57.7 40.1 10.8 0 3 0 0 2 1,013.5303 95 103 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% LVEAPYIDSIEWGK K W 95.0% 79.7 40.7 16.7 0 3 1 0 2 1,619.8317 60 73 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% SPNSEVLPVGMVSPEDEMTWFFDK K Q 95.0% 43.7 40.6 13 0 0 1 0 2 2,741.2475 228 251 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% SSFTVVLSGGSLIHSLR K K 95.0% 87.2 40.8 8.95 0 2 4 0 2 1,759.9701 42 58 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% VFDSEEEVAVGLAK K Y 95.0% 131 40.9 18.2 0 6 3 0 2 1,492.7530 15 28 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% VPIPPGQVYAINDALSAEGAADDYE K H 95.0% 87.2 40.1 15.7 0 0 3 0 2 3,077.4776 104 132 true
5121 unnamed protein product [Vitis vinifera] gi|302143957 27,959.1 100.0% 12 12 17 40 3.01% 72.0% WHVFWVDER K V 95.0% 34.9 40.8 10.8 0 1 1 0 2 1,273.6112 74 82 true
5121 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|163914213,gi|225431844,gi|334089964 17,110.4 88.3% 1 1 1 1 0.0754% 8.23% AIEAYVLAHPDAY K - 95.0% 57.8 40.9 11.5 0 1 0 0 2 1,432.7107 146 158 true gi|225431852
5121 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 2 4 2 2 0.151% 17.4% EGLIQLPSDK K A 95.0% 58.1 40.4 7.85 0 2 0 0 2 1,099.5996 199 208 false gi|225435177
5121 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 2 4 2 2 0.151% 17.4% LAWHSAGTYDVK R T 95.0% 30.9 40.9 9.41 0 0 1 0 2 1,347.6692 39 50 true
5121 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 2 4 2 2 0.151% 17.4% LSELGFADAEEQG K - 95.0% 74.6 40.8 10.2 0 1 0 0 2 1,365.6170 241 253 true
5121 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 2 4 2 2 0.151% 17.4% TGGPFGTMK K H 95.0% 53.3 40.1 9.71 0 1 0 0 2 895.4344 53 61 false gi|225435177
5121 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 4 4 5 5 0.377% 26.0% EAAVVDPVEPQK K V 95.0% 70.2 40.7 12 0 1 0 0 2 1,281.6686 24 35 true
5121 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 4 4 5 5 0.377% 26.0% EEDVPAVFTGDTLFVAGCGK K F 95.0% 81 41.4 11.3 0 1 1 0 2 2,111.9957 125 144 true
5121 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 4 4 5 5 0.377% 26.0% IVPVPCLEDNYSYLIIDESSK K E 95.0% 45.5 40.7 11.5 0 0 1 0 2 2,454.2111 3 23 true
5121 PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic [Vitis vinifera] gi|225448353 28,650.7 100.0% 4 4 5 5 0.377% 26.0% NLQFALTVEPDNVR K V 95.0% 77.3 40.7 11.8 0 1 0 0 2 1,615.8439 180 193 true
1013 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase  chloroplastic-like isoform 1 [Vitis v gi|147811887,gi|359496906 66,975.2 100.0% 4 4 5 6 0.846% 9.15% EKEDEEEVLVIK K G 95.0% 92.3 40.8 10.7 0 2 0 0 2 1,459.7528 495 506 true
1013 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase  chloroplastic-like isoform 1 [Vitis v gi|147811887,gi|359496906 66,975.2 100.0% 4 4 5 6 0.846% 9.15% IGISELLEDLEAEDDDSVVVTLVPR R Y 95.0% 83.7 40.6 9.99 0 0 1 0 2 2,726.3986 560 584 true
1013 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase  chloroplastic-like isoform 1 [Vitis v gi|147811887,gi|359496906 66,975.2 100.0% 4 4 5 6 0.846% 9.15% KEKEDEEEVLVIK K G 95.0% 63.2 40.8 8.65 0 1 1 0 2 1,587.8478 494 506 true
1013 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chloroplastic-like isoform 1 [Vitis v gi|147811887,gi|359496906 66,975.2 100.0% 4 4 5 6 0.846% 9.15% YGADVITIGGIEIELAS R - 95.0% 58.2 40.9 10.5 0 1 0 0 2 1,720.9006 585 601 true
5330 PREDICTED: 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase-like  gi|147799950,gi|225436073 85,103.0 100.0% 2 2 2 2 0.133% 2.35% QMADAGIK K Y 95.0% 52.1 41.3 -0.682 0 1 0 0 2 833.4187 48 55 true
5330 PREDICTED: 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase-like  gi|147799950,gi|225436073 85,103.0 100.0% 2 2 2 2 0.133% 2.35% SFSLLSLIDK K I 95.0% 59.6 40.6 8.06 0 1 0 0 2 1,122.6406 174 183 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% AADNQLYVATCSPAR R D 95.0% 62.5 40.8 11.5 0 1 0 0 2 1,636.7748 223 237 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% CGDQLYNTCCVFGSDGK R L 95.0% 81.4 41 11.2 0 1 0 0 2 1,980.7887 116 132 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% FSELAMLYAAR R G 95.0% 102 40.8 12.4 0 2 0 0 2 1,287.6402 185 195 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% IGIGICYDIR R F 95.0% 64.5 45.8 12.8 0 1 0 0 2 1,179.6193 175 184 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% IGLCQLSVTADK K E 95.0% 80.9 40.9 12.4 0 1 0 0 2 1,304.6881 28 39 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% IGLCQLSVTADKER K N 95.0% 79.5 41 12.7 0 0 1 0 2 1,589.8318 28 41 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% ITIVGGSIPER K C 95.0% 81.3 40.1 11.3 0 1 0 0 2 1,141.6577 105 115 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% KAIEEAVEK R G 95.0% 55.1 41.2 6.41 0 1 0 0 2 1,016.5623 48 56 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% KIHLFDINIPGK R I 95.0% 59.5 40.9 8.02 0 0 1 0 2 1,394.8157 139 150 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% RGDLYQLVDVQR R L 95.0% 57.7 41 11.4 0 1 1 0 2 1,461.7810 292 303 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% SSSFKPEQAR M V 95.0% 56.3 40.9 7.78 0 1 0 0 1 1,178.5800 2 11 true
5330 unnamed protein product [Vitis vinifera] gi|296081697 33,451.3 100.0% 12 12 14 15 0.999% 45.0% TLTAGGSPTIVDTEVGR K I 95.0% 112 40.9 10.5 0 1 1 0 2 1,673.8707 158 174 true
5330 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 2 2 2 2 0.133% 16.6% EIVEAIDEENK K S 95.0% 69.8 40.9 11.8 0 1 0 0 2 1,288.6268 71 81 true
5330 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272,gi|297737682 17,181.7 100.0% 2 2 2 2 0.133% 16.6% GDATYVHWTLEYEK K L 95.0% 43.5 43.6 10.7 0 1 0 0 2 1,711.7963 109 122 true
5330 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 99.8% 1 1 1 1 0.0666% 3.90% FLPSEFGNDVDR R V 95.0% 67.9 40.9 10.9 0 1 0 0 2 1,395.6540 108 119 true
5330 PREDICTED: uncharacterized protein LOC100260886 isoform 2 [Vitis vinifera] gi|225459322 32,371.9 100.0% 1 1 1 1 0.0666% 5.59% VVFGGQVTDEEAEALSK K R 95.0% 91.2 40.7 9.89 0 1 0 0 2 1,778.8808 49 65 true
5330 PREDICTED: cysteine synthase [Vitis vinifera] gi|359487832 36,519.8 99.8% 1 1 1 1 0.0666% 5.56% VDALVSGIGTGGTASGAGK K F 95.0% 67.7 43.8 9.55 0 1 0 0 2 1,617.8445 175 193 true
5330 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 2 2 2 2 0.133% 6.17% GATLDQLLSFLK K S 95.0% 74.8 45 10.3 0 1 0 0 2 1,305.7415 51 62 true
5330 hypothetical protein VITISV_021647 [Vitis vinifera] gi|147810055 41,997.6 100.0% 2 2 2 2 0.133% 6.17% SFSMYFFLPDAK R D 95.0% 65.1 41.5 8.15 0 1 0 0 2 1,452.6868 233 244 true
5330 PREDICTED: quinone oxidoreductase 1 [Vitis vinifera] gi|147843726,gi|297743575,gi|359482805 35,191.2 100.0% 2 2 3 4 0.266% 13.3% DELLEAAGEVFANVASGVLR R V 95.0% 125 40.9 16.3 0 1 1 0 2 2,060.0659 273 292 true
5330 PREDICTED: quinone oxidoreductase 1 [Vitis vinifera] gi|147843726,gi|297743575,gi|359482805 35,191.2 100.0% 2 2 3 4 0.266% 13.3% GFMVNFGQSSGIPDPVPLPSLGAK R S 95.0% 58.2 40.7 10.8 0 0 2 0 2 2,431.2330 233 256 true
5330 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 35,486.4 100.0% 3 3 3 3 0.200% 11.1% LNVQVSDVK R N 95.0% 59.5 45.7 8.22 0 1 0 0 2 1,001.5626 172 180 true
5330 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 35,486.4 100.0% 3 3 3 3 0.200% 11.1% MELVDAAFPLLK K G 95.0% 54.2 40.9 12.5 0 1 0 0 2 1,346.7390 56 67 true
5330 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 35,486.4 100.0% 3 3 3 3 0.200% 11.1% VLVVANPANTNALILK K E 95.0% 87.7 45.2 12 0 1 0 0 2 1,649.9949 127 142 true
5330 PREDICTED: arginase-like [Vitis vinifera] gi|296089193,gi|359489447 36,194.7 99.8% 2 2 2 2 0.133% 11.8% DVLNILHNLQADVVAADVVEFNPQ R D 95.0% 64.3 45.4 7.92 0 0 1 0 2 2,789.4582 290 314 true
5330 PREDICTED: arginase-like [Vitis vinifera] gi|296089193,gi|359489447 36,194.7 99.8% 2 2 2 2 0.133% 11.8% VLTDVGDVPVQEIR R D 95.0% 67.3 45 11.2 0 1 0 0 2 1,539.8379 109 122 true
5330 PREDICTED: malate dehydrogenase, glyoxysomal [Vitis vinifera] gi|359496625 37,624.9 79.3% 1 2 2 3 0.200% 7.87% AGAGSATLSMAYAAVK K F 95.0% 38.8 40.7 12.1 0 2 1 0 2 1,468.7464 262 277 true
5330 PREDICTED: malate dehydrogenase, glyoxysomal [Vitis vinifera] gi|359496625 37,624.9 79.3% 1 2 2 3 0.200% 7.87% DDLFNINAGIVK R T 95.0% 63.5 40.9 11.6 0 1 0 0 2 1,318.7003 131 142 false gi|225443845,gi|302142920,gi|225461618
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% APGGAPANVACAITK K L 95.0% 82.6 40.6 12.5 0 1 1 0 2 1,397.7207 23 37 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% EAGILLSYDPNVR K L 95.0% 55.4 41.2 9.4 0 2 1 0 2 1,446.7588 147 159 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% EDVVLSLWHDNLK K L 95.0% 73.9 40.7 12.3 0 2 0 0 2 1,567.8116 201 213 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% GAIPALPTNSDALDLVNK K S 95.0% 91.4 40.7 10.6 0 2 1 0 2 1,808.9755 292 309 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% IFHYGSISLISEPCR K S 95.0% 68.1 40.7 16.1 0 1 1 0 2 1,778.8895 121 135 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% LGGNSAFIGK K V 95.0% 70.1 40.9 6.64 0 2 0 0 2 963.5259 38 47 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% LIDFVPDSAGVSLAESTGFLK M A 95.0% 52.2 43.7 10.3 0 1 0 0 1 2,166.1331 2 22 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% LLVVTDGEK K G 95.0% 59.7 40.8 11 0 3 0 0 2 973.5566 214 222 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% LPLWPSAQAAIDGIK R S 95.0% 72.6 40.9 11.5 0 3 1 0 2 1,579.8845 160 174 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% NGVNSEGVCFDAHAR K T 95.0% 64 41 8.49 0 0 2 0 2 1,632.7183 64 78 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% NPSADMLLTESELNMGLIK R Q 95.0% 135 40.8 15.3 0 4 4 0 2 2,108.0253 99 117 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% SIWNHADFIK K V 95.0% 52.2 40.7 13.2 0 2 0 0 2 1,230.6266 175 184 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% TALAFVTLK R K 95.0% 69.4 40.9 9.84 0 1 0 0 2 963.5874 79 87 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% VEGFSVQTVDTTGAGDAFVGALLVS R L 95.0% 70.5 38.9 10.6 0 0 1 0 2 3,868.9132 235 272 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% VGDDEFGHMLVDILK K K 95.0% 85.2 40.8 17.4 0 3 2 0 2 1,687.8363 48 62 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% VSDDEVGFLTQGDAEK K E 95.0% 74.8 41 11.1 0 2 1 0 2 1,709.7867 185 200 true
5330 unnamed protein product [Vitis vinifera] gi|297734728 33,363.2 100.0% 17 17 26 50 3.33% 84.3% YANACGAICTTQK K G 95.0% 122 40.7 14.8 0 5 1 0 2 1,457.6513 279 291 true
5330 PREDICTED: mitogen-activated protein kinase kinase 2 [Vitis vinifera] gi|225444840,gi|37625027 39,137.1 100.0% 1 1 1 1 0.0666% 3.39% VIQMNIQEAALK K H 95.0% 60.3 40.8 13.4 0 1 0 0 2 1,357.7509 100 111 true
5330 PREDICTED: monoglyceride lipase-like [Vitis vinifera] gi|225442797 44,005.2 100.0% 3 3 3 3 0.200% 8.93% LFTQSFLPLDLPVK K A 95.0% 54.7 40.9 11.3 0 1 0 0 2 1,617.9253 111 124 true
5330 PREDICTED: monoglyceride lipase-like [Vitis vinifera] gi|225442797 44,005.2 100.0% 3 3 3 3 0.200% 8.93% VAATSLSFFK K S 95.0% 65.4 41.7 4.26 0 1 0 0 2 1,070.5880 179 188 true
5330 PREDICTED: monoglyceride lipase-like [Vitis vinifera] gi|225442797 44,005.2 100.0% 3 3 3 3 0.200% 8.93% VCQYIQDNFSK R V 95.0% 59.5 40.9 12 0 1 0 0 2 1,401.6468 305 315 true
5330 hypothetical protein VITISV_040294 [Vitis vinifera] gi|147767361 37,471.7 79.3% 1 5 1 2 0.133% 16.4% ELGIGIVAYSPLGR R G 95.0% 71.3 40.8 10.1 0 1 0 0 2 1,444.8160 197 210 false gi|225432798,gi|225433674,gi|296089614,gi|359477987
5330 hypothetical protein VITISV_040294 [Vitis vinifera] gi|147767361 37,471.7 79.3% 1 5 1 2 0.133% 16.4% LVENLSNNDFR K K 95.0% 36 41 9.73 0 2 0 0 2 1,320.6542 219 229 true
5330 hypothetical protein VITISV_040294 [Vitis vinifera] gi|147767361 37,471.7 79.3% 1 5 1 2 0.133% 16.4% VPIEVTIGELK R K 95.0% 64.2 43.8 6.43 0 1 0 0 2 1,197.7091 133 143 false gi|225433674,gi|296089614,gi|359477987
5330 hypothetical protein VITISV_040294 [Vitis vinifera] gi|147767361 37,471.7 79.3% 1 5 1 2 0.133% 16.4% VSEIATR R K 95.0% 55.8 41.3 5.71 0 1 0 0 2 775.4308 250 256 false gi|225433674,gi|296089614,gi|359477987
5330 hypothetical protein VITISV_040294 [Vitis vinifera] gi|147767361 37,471.7 79.3% 1 5 1 2 0.133% 16.4% YIGLSEASASTIR K R 95.0% 90.1 40.8 11.8 0 1 0 0 2 1,367.7165 153 165 false gi|225433674,gi|296089614,gi|359477987
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 4 8 4 4 0.266% 33.9% ALEGSDVVIIPAGVPR K K 95.0% 77.1 41.3 10.5 0 1 0 0 2 1,592.9008 102 117 true
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 4 8 4 4 0.266% 33.9% DDLFNINAGIVK R S 95.0% 63.5 40.9 11.6 0 1 0 0 2 1,318.7003 124 135 false gi|359496625,gi|225443845
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 4 8 4 4 0.266% 33.9% LFGVTTLDVVR K A 95.0% 57.8 41 11.4 0 1 0 0 2 1,219.7046 179 189 false gi|225452831,gi|225443845
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 4 8 4 4 0.266% 33.9% NGVEEVLGLGPLSDYEK K E 95.0% 45.1 40.8 12.4 0 0 1 0 2 1,818.9122 311 327 false gi|225443845
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 4 8 4 4 0.266% 33.9% SLCIAIAK K Y 95.0% 43.7 41.2 11.2 0 1 0 0 2 875.5020 136 143 true
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 4 8 4 4 0.266% 33.9% SNNLSDEDIQALTK K R 95.0% 89.1 41 10.5 0 1 0 0 2 1,547.7549 229 242 true
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 4 8 4 4 0.266% 33.9% TQDGGTEVVEAK R A 95.0% 75.8 41 5.42 0 1 0 0 2 1,233.5959 244 255 false gi|225443845
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 4 8 4 4 0.266% 33.9% VPVSEVNVPVVGGHAGITILPLFSQT K S 95.0% 57.5 40.2 10 0 0 1 0 2 2,956.6509 200 228 true
5330 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 79.3% 1 2 2 2 0.133% 8.33% VNQIGTVTESIEAVK K M 95.0% 54.6 44.8 9.83 0 1 1 0 2 1,587.8589 353 367 true
5330 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 79.3% 1 2 2 2 0.133% 8.33% YGQDATNVGDEGGFAPNIQENK K E 95.0% 73.2 40.9 10.4 0 0 1 0 2 2,324.0428 205 226 false gi|225455555
5330 PREDICTED: peroxidase 17 [Vitis vinifera] gi|225468186,gi|297741824 36,286.8 100.0% 2 2 2 2 0.133% 7.36% DAVALSGGPDWEVK R L 95.0% 89.4 40.7 12.7 0 1 0 0 2 1,443.7116 125 138 true
5330 PREDICTED: peroxidase 17 [Vitis vinifera] gi|225468186,gi|297741824 36,286.8 100.0% 2 2 2 2 0.133% 7.36% LALSNINSLR K S 95.0% 93.4 40.7 10 0 1 0 0 2 1,100.6422 84 93 true
5330 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinifera] gi|225433674,gi|296089614,gi|359477987 37,525.0 100.0% 5 5 5 5 0.333% 18.8% ELGIGIVAYSPLGR R G 95.0% 71.3 40.8 10.1 0 1 0 0 2 1,444.8160 197 210 true gi|225432798,gi|147767361
5330 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinifera] gi|225433674,gi|296089614,gi|359477987 37,525.0 100.0% 5 5 5 5 0.333% 18.8% LTPEEMAELESIASADGVK K G 95.0% 54.1 42.6 10.7 0 0 1 0 2 1,989.9687 299 317 true
5330 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinifera] gi|225433674,gi|296089614,gi|359477987 37,525.0 100.0% 5 5 5 5 0.333% 18.8% VPIEVTIGELK R K 95.0% 64.2 43.8 6.43 0 1 0 0 2 1,197.7091 133 143 true gi|147767361
5330 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinifera] gi|225433674,gi|296089614,gi|359477987 37,525.0 100.0% 5 5 5 5 0.333% 18.8% VSEIATR R K 95.0% 55.8 41.3 5.71 0 1 0 0 2 775.4308 250 256 true gi|147767361
5330 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinifera] gi|225433674,gi|296089614,gi|359477987 37,525.0 100.0% 5 5 5 5 0.333% 18.8% YIGLSEASASTIR K R 95.0% 90.1 40.8 11.8 0 1 0 0 2 1,367.7165 153 165 true gi|147767361
5330 PREDICTED: probable fructose-bisphosphate aldolase 3, chloroplastic [Vitis vinifera] gi|225424114 42,876.3 100.0% 6 6 6 6 0.400% 20.9% GILAIDESNATCGK R R 95.0% 107 40.8 13.7 0 1 0 0 2 1,448.7052 63 76 true
5330 PREDICTED: probable fructose-bisphosphate aldolase 3, chloroplastic [Vitis vinifera] gi|225424114 42,876.3 100.0% 6 6 6 6 0.400% 20.9% GLVPLPGSNNESWCQGLDGLASR K S 95.0% 40.4 40.7 11 0 0 1 0 2 2,427.1724 145 167 true
5330 PREDICTED: probable fructose-bisphosphate aldolase 3, chloroplastic [Vitis vinifera] gi|225424114 42,876.3 100.0% 6 6 6 6 0.400% 20.9% GMFVQGYTY K - 95.0% 59.7 40.6 7.71 0 1 0 0 2 1,065.4710 385 393 true
5330 PREDICTED: probable fructose-bisphosphate aldolase 3, chloroplastic [Vitis vinifera] gi|225424114 42,876.3 100.0% 6 6 6 6 0.400% 20.9% TVVSIPCGPSALAVK R E 95.0% 34.7 40.7 9.56 0 0 1 0 2 1,498.8299 183 197 true
5330 PREDICTED: probable fructose-bisphosphate aldolase 3, chloroplastic [Vitis vinifera] gi|225424114 42,876.3 100.0% 6 6 6 6 0.400% 20.9% TWQGHPENVEAAQK K S 95.0% 54.7 40.9 44.9 0 1 0 0 2 1,594.7609 343 356 true
5330 PREDICTED: probable fructose-bisphosphate aldolase 3, chloroplastic [Vitis vinifera] gi|225424114 42,876.3 100.0% 6 6 6 6 0.400% 20.9% YTLTMLR K R 95.0% 49.7 39.2 4.32 0 1 0 0 2 897.4863 284 290 true
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% ALEALKPELK K A 95.0% 48.4 40.3 11.2 0 1 0 0 2 1,111.6723 387 396 true gi|225457407,gi|147782361
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% DDLFNINANIVK R D 95.0% 81.5 41 12.3 0 1 0 0 2 1,375.7217 181 192 true gi|225457407
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% DLVEAVADTCPDAFIHIISNPVNSTV K Q 95.0% 63 39.3 10.5 0 0 1 0 2 3,618.8727 193 226 true
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% GVDVVVIPAGVPR K K 95.0% 106 41 9.54 0 1 0 0 2 1,277.7577 162 174 true gi|225457407
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% GVEAVIPSDLQGLTEYEAK K A 95.0% 99.3 40.9 11.9 0 1 0 0 2 2,019.0283 368 386 true
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% GVTADLSHCNTPSQVLGFTGAAELP K G 95.0% 51.8 40.3 10.2 0 0 1 0 2 2,984.4785 133 161 true
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% IQNAGTEVVEAK R A 95.0% 86.9 41 11.6 0 2 0 0 2 1,258.6638 300 311 true gi|225457407
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% KGVEAVIPSDLQGLTEYEAK K A 95.0% 71.2 40.7 13.5 0 0 1 0 2 2,147.1233 367 386 true
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% LFGVTTLDVVR K A 95.0% 57.8 41 11.4 0 1 0 0 2 1,219.7046 236 246 true gi|225443845,gi|302142920,gi|225461618
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% LIDVDVPVVGGHAGITILPLLSK K T 95.0% 38.4 40.9 10 0 0 1 0 2 2,326.3749 259 281 true
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% TKPSVSFTDEEVEELTVR K I 95.0% 36.9 45.6 44.9 0 0 1 0 2 2,066.0289 282 299 true gi|225457407
5330 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 43,732.7 100.0% 12 12 13 14 0.933% 48.7% VAILGAAGGIGQPLALLIK K M 95.0% 79.9 40.8 12.7 0 1 1 0 2 1,775.1157 97 115 true gi|225457407
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% ALDGDTDVYECAYVQSELTELPFFAS R V 95.0% 60 40.4 10.1 0 0 1 0 2 3,096.4145 335 361 true gi|147782361
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% ALEALKPELK K A 95.0% 48.4 40.3 11.2 0 1 0 0 2 1,111.6723 387 396 false gi|225452831,gi|147782361
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% DDLFNINANIVK R T 95.0% 81.5 41 12.3 0 1 0 0 2 1,375.7217 181 192 false gi|225452831
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% GVDVVVIPAGVPR K K 95.0% 106 41 9.54 0 1 0 0 2 1,277.7577 162 174 false gi|225452831
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% IQNAGTEVVEAK R A 95.0% 86.9 41 11.6 0 2 0 0 2 1,258.6638 300 311 false gi|225452831
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% KVFGVTTLDVVR K A 95.0% 77 41 8.02 0 1 0 0 2 1,333.7839 235 246 true
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% MSPLVSALHLYDIANVK K G 95.0% 60.9 40.9 10.9 0 1 0 0 2 1,871.0096 116 132 true
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% TKPSVSFTDEEVEELTVR R I 95.0% 36.9 45.6 44.9 0 0 1 0 2 2,066.0289 282 299 false gi|225452831
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% VAILGAAGGIGQPLALLIK K M 95.0% 79.9 40.8 12.7 0 1 1 0 2 1,775.1157 97 115 false gi|225452831
5330 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 43,586.5 100.0% 4 10 4 4 0.266% 33.9% VFGVTTLDVVR K A 95.0% 65.3 40.7 10.1 0 1 0 0 2 1,205.6889 236 246 true
5330 hypothetical protein VITISV_004013 [Vitis vinifera] gi|147782361 10,115.6 79.3% 1 2 1 1 0.0666% 60.2% ALDGDTDVYECAYVQSELTELPFFAS R V 95.0% 60 40.4 10.1 0 0 1 0 2 3,096.4145 15 41 false gi|225457407
5330 hypothetical protein VITISV_004013 [Vitis vinifera] gi|147782361 10,115.6 79.3% 1 2 1 1 0.0666% 60.2% ALEALKPELK K A 95.0% 48.4 40.3 11.2 0 1 0 0 2 1,111.6723 67 76 false gi|225452831,gi|225457407
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% CADDKPFVPTFQVSK K E 95.0% 36.5 41 9.52 0 0 1 0 2 1,738.8471 276 290 true
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% DVAEAHIQAFEVPSASGR K Y 95.0% 99.4 40.7 11.5 0 1 1 0 2 1,883.9246 229 246 true
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% ELFPDFQLPEK K C 95.0% 65.3 40.7 7.98 0 1 0 0 2 1,362.6942 265 275 true
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% GLQLWYVVSK K T 95.0% 62.8 40.8 10.9 0 1 0 0 2 1,192.6725 156 165 true
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% GTLNVLGSCAK K A 95.0% 67.6 40.9 7.9 0 1 0 0 2 1,119.5828 104 114 true
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% SLGIEFIPLEVSLK K E 95.0% 66.2 40.9 10.7 0 1 0 0 2 1,544.8936 295 308 true
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% TLAEDAAWK K F 95.0% 63.7 41.3 11.5 0 1 0 0 2 1,004.5048 166 174 true
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% TPDVVVDETWFTDPDFCK R G 95.0% 126 40.8 16.2 0 1 1 0 2 2,170.9641 138 155 true
5330 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase [Vitis vinifera] gi|225435395 35,187.4 100.0% 9 9 12 12 0.799% 37.3% VVVTSSIAAVAYNR R N 95.0% 90.9 41 11.8 0 1 1 0 2 1,449.8058 121 134 true
5330 PREDICTED: thioredoxin reductase 2-like [Vitis vinifera] gi|225431669 39,525.7 100.0% 4 4 4 4 0.266% 16.6% GISACAVCDGAAPIFR R D 95.0% 67.4 40.7 10.7 0 1 0 0 2 1,664.7885 184 199 true
5330 PREDICTED: thioredoxin reductase 2-like [Vitis vinifera] gi|225431669 39,525.7 100.0% 4 4 4 4 0.266% 16.6% LCIIGSGPAAHTAAIYASR R A 95.0% 37.8 41 9.35 0 0 1 0 2 1,929.0012 52 70 true
5330 PREDICTED: thioredoxin reductase 2-like [Vitis vinifera] gi|225431669 39,525.7 100.0% 4 4 4 4 0.266% 16.6% NVVSGEVSDLK K V 95.0% 51 41.2 10 0 1 0 0 2 1,146.6001 278 288 true
5330 PREDICTED: thioredoxin reductase 2-like [Vitis vinifera] gi|225431669 39,525.7 100.0% 4 4 4 4 0.266% 16.6% TVLADAVIVATGAVAK K R 95.0% 71.7 40.8 10.3 0 1 0 0 2 1,498.8840 151 166 true
5330 PREDICTED: nuclear migration protein nudC [Vitis vinifera] gi|225455106 33,332.6 100.0% 4 4 4 5 0.333% 13.1% GDPEIDTQK K V 95.0% 49.1 41.3 9.32 0 1 0 0 2 1,002.4741 218 226 true
5330 PREDICTED: nuclear migration protein nudC [Vitis vinifera] gi|225455106 33,332.6 100.0% 4 4 4 5 0.333% 13.1% LSDLDPETR K Q 95.0% 51.1 40.7 7.65 0 1 0 0 2 1,045.5162 234 242 true
5330 PREDICTED: nuclear migration protein nudC [Vitis vinifera] gi|225455106 33,332.6 100.0% 4 4 4 5 0.333% 13.1% SVFLFVSR R E 95.0% 57.3 39.5 9.38 0 1 0 0 2 954.5406 34 41 true
5330 PREDICTED: nuclear migration protein nudC [Vitis vinifera] gi|225455106 33,332.6 100.0% 4 4 4 5 0.333% 13.1% TMGLPTSDEMQK K Q 95.0% 54.6 40.7 9.48 0 2 0 0 2 1,353.6028 256 267 true
5330 PREDICTED: uncharacterized protein LOC100258620 [Vitis vinifera] gi|225424904,gi|296086430 46,465.2 100.0% 4 4 4 6 0.400% 13.9% IFISELLVDQMSPPAQEIIR R K 95.0% 37.1 40.8 11.3 0 0 2 0 2 2,299.2369 224 243 true
5330 PREDICTED: uncharacterized protein LOC100258620 [Vitis vinifera] gi|225424904,gi|296086430 46,465.2 100.0% 4 4 4 6 0.400% 13.9% NIEMLNQFIEENGFK R L 95.0% 50 42.8 10.2 0 1 0 0 2 1,825.8790 311 325 true
5330 PREDICTED: uncharacterized protein LOC100258620 [Vitis vinifera] gi|225424904,gi|296086430 46,465.2 100.0% 4 4 4 6 0.400% 13.9% NVLGSMETVYLNR R N 95.0% 57.8 40.8 10.7 0 2 0 0 2 1,495.7573 125 137 true
5330 PREDICTED: uncharacterized protein LOC100258620 [Vitis vinifera] gi|225424904,gi|296086430 46,465.2 100.0% 4 4 4 6 0.400% 13.9% YTEISGSGNK K H 95.0% 65.5 40.1 7.66 0 1 0 0 2 1,055.5004 245 254 true
5330 PREDICTED: isoflavone reductase homolog [Vitis vinifera] gi|225427409 34,994.9 99.8% 1 1 1 1 0.0666% 3.85% VLVVGGTGYIGR K R 95.0% 84 40.9 11.3 0 1 0 0 2 1,190.6893 6 17 true
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% DDLFNINAGIVK R S 95.0% 63.5 40.9 11.6 0 1 0 0 2 1,318.7003 124 135 true gi|359496625,gi|302142920,gi|225461618
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% LFGVTTLDVVR K A 95.0% 57.8 41 11.4 0 1 0 0 2 1,219.7046 179 189 false gi|225452831,gi|302142920,gi|225461618
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% LNPLVSSLSLYDIAGTPGVAADVSHI K S 95.0% 124 40.6 44.9 0 0 1 0 2 2,980.5740 59 87 true
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% NGVEEVLGLGPLSDYEK K Q 95.0% 45.1 40.8 12.4 0 0 1 0 2 1,818.9122 312 328 true gi|302142920,gi|225461618
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% SNNLSDEDIVALTK K R 95.0% 85.6 41.1 12.4 0 1 1 0 2 1,518.7647 229 242 true
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% SQVAGYMGDDQLGQALEGADLVIIP R K 95.0% 47.4 40.2 10.1 0 0 1 0 2 3,040.5413 88 117 true
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% TQDGGTEVVEAK R A 95.0% 75.8 41 5.42 0 1 0 0 2 1,233.5959 244 255 true gi|302142920,gi|225461618
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% VAVLGAAGGIGQPLALLMK K L 95.0% 95.6 40.7 16.1 0 2 2 0 2 1,795.0514 40 58 true
5330 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225443845 36,784.9 100.0% 8 9 10 12 0.799% 49.1% VPVAEANVPVVGGHAGITILPLFSQ K S 95.0% 67.2 40.2 13.5 0 0 1 0 2 2,882.6141 200 228 true
5330 PREDICTED: glyoxylate reductase isoform 2 [Vitis vinifera] gi|297743258,gi|359482922 34,286.3 100.0% 3 3 3 3 0.200% 10.9% GLHVDEPELVSALVEGR R L 95.0% 42.4 40.8 11.4 0 0 1 0 2 1,819.9550 233 249 true
5330 PREDICTED: glyoxylate reductase isoform 2 [Vitis vinifera] gi|297743258,gi|359482922 34,286.3 100.0% 3 3 3 3 0.200% 10.9% GVVINIGR K G 95.0% 55.3 39.7 9.6 0 1 0 0 2 827.5098 225 232 true
5330 PREDICTED: glyoxylate reductase isoform 2 [Vitis vinifera] gi|297743258,gi|359482922 34,286.3 100.0% 3 3 3 3 0.200% 10.9% SVGIIGLGR K I 95.0% 54.5 40.2 8.72 0 1 0 0 2 871.5361 146 154 true
5330 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 35,860.7 100.0% 6 6 7 7 0.466% 31.3% GLDVVVVNPGTVMGPILPPGLNAS K L 95.0% 65.3 40.1 12.7 0 0 1 0 2 3,073.6979 187 216 true
5330 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 35,860.7 100.0% 6 6 7 7 0.466% 31.3% GTNNVLTAAK K E 95.0% 69.1 41 6.3 0 1 0 0 2 988.5422 113 122 true
5330 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 35,860.7 100.0% 6 6 7 7 0.466% 31.3% HLCVEAISHYGDFAAK R V 95.0% 41.7 40.8 13.7 0 0 1 0 2 1,817.8640 255 270 true
5330 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 35,860.7 100.0% 6 6 7 7 0.466% 31.3% LMDLGLQFIPMEQIIK K D 95.0% 54.1 40.7 8.7 0 1 0 0 2 1,889.0279 301 316 true
5330 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 35,860.7 100.0% 6 6 7 7 0.466% 31.3% VAELYPEYK K V 95.0% 55.2 40.3 10.2 0 1 0 0 2 1,111.5670 271 279 true
5330 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 35,860.7 100.0% 6 6 7 7 0.466% 31.3% VVVTSSISAIIPSPNWPADVVK R G 95.0% 33.7 40.8 11.6 0 1 1 0 2 2,279.2646 129 150 true
5330 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 99.9% 1 1 1 1 0.0666% 4.94% YGQDATNVGDEGGFAPNIQENK K E 95.0% 73.2 40.9 10.4 0 0 1 0 2 2,324.0428 205 226 true gi|225441000
1014 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 4 4 4 4 0.422% 9.75% GGVIDEEALVR R A 95.0% 81.8 40.5 13.7 0 1 0 0 2 1,157.6162 284 294 true
1014 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 4 4 4 4 0.422% 9.75% ISLCDALIVR K S 95.0% 58.1 44.7 6.56 0 1 0 0 2 1,159.6505 91 100 true gi|225443272,gi|147823108
1014 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 4 4 4 4 0.422% 9.75% LAVQLVSGGSGVK R S 95.0% 70.8 40.4 11.9 0 1 0 0 2 1,214.7104 390 402 true
1014 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 4 4 4 4 0.422% 9.75% SILDGSPESPLEFIQVQIANVESK R F 95.0% 51.8 40.6 11.2 0 0 1 0 2 2,600.3456 460 483 true
1014 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chloroplastic-like isoform 1 [Vitis v gi|147811887,gi|359496906 66,975.2 100.0% 4 4 5 22 2.32% 9.15% EKEDEEEVLVIK K G 95.0% 62 40.8 9.71 0 2 1 0 2 1,459.7528 495 506 true
1014 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chloroplastic-like isoform 1 [Vitis v gi|147811887,gi|359496906 66,975.2 100.0% 4 4 5 22 2.32% 9.15% IGISELLEDLEAEDDDSVVVTLVPR R Y 95.0% 52.7 40.6 12 0 0 1 0 2 2,726.3986 560 584 true
1014 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chloroplastic-like isoform 1 [Vitis v gi|147811887,gi|359496906 66,975.2 100.0% 4 4 5 22 2.32% 9.15% KEKEDEEEVLVIK K G 95.0% 76.5 40.8 10.4 0 0 1 0 2 1,587.8478 494 506 true
1014 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chloroplastic-like isoform 1 [Vitis v gi|147811887,gi|359496906 66,975.2 100.0% 4 4 5 22 2.32% 9.15% YGADVITIGGIEIELAS R - 95.0% 102 40.9 14.5 0 17 0 0 2 1,720.9006 585 601 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|147823108,gi|225443272 66,269.0 100.0% 1 4 1 1 0.0666% 6.89% IGEVPAIEEFVFLKL K - 95.0% 0 0 44.9 0 0 1 0 2 1,703.9620 610 624 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|147823108,gi|225443272 66,269.0 100.0% 1 4 1 1 0.0666% 6.89% ISLCDALIVR K S 95.0% 107 40.7 15.3 0 4 0 0 2 1,159.6505 120 129 false gi|225428898
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|147823108,gi|225443272 66,269.0 100.0% 1 4 1 1 0.0666% 6.89% TLAVMGFGK K V 95.0% 70.6 40.1 9.89 0 2 0 0 2 923.5020 223 231 false gi|225428898
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|147823108,gi|225443272 66,269.0 100.0% 1 4 1 1 0.0666% 6.89% YVGVSLVGK K T 95.0% 51.3 40.8 8.58 0 1 0 0 2 921.5404 214 222 false gi|225428898
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% DSFLDEGFILDK K K 95.0% 60.3 40.7 14.1 0 1 0 0 2 1,398.6790 206 217 true
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% GSTNLESIQIIK K K 95.0% 60.2 41 8.9 0 1 0 0 2 1,302.7265 187 198 true
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% ILVANTAMDTDK K V 95.0% 86 41 11.4 0 1 0 0 2 1,291.6564 232 243 true
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% LALVTGGEIASTFDNPESVK R L 95.0% 97.5 40.9 14.9 0 1 0 0 2 2,048.0548 318 337 true
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% LIEEIMIGEDK K L 95.0% 110 41.1 14.3 0 2 0 0 2 1,289.6660 343 353 true
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% SLHDALCVLSQTVIDSR R V 95.0% 63.2 40.8 9.34 0 0 1 0 2 1,913.9751 384 400 true
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% SVTVTNDGATILK R S 95.0% 78.9 40.9 11 0 1 0 0 2 1,318.7214 55 67 true
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% VDEIITCAPR R R 95.0% 64.1 40.7 8.15 0 1 0 0 2 1,173.5934 512 521 true
5522 PREDICTED: T-complex protein 1 subunit beta [Vitis vinifera] gi|225459806 57,306.1 100.0% 9 9 9 10 0.666% 23.0% VLLGGGWPEMVMAK R E 95.0% 52.3 41.2 10.3 0 1 0 0 2 1,487.7751 401 414 true
5522 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 7 7 8 8 0.533% 19.3% DLFHLLPDAFK R G 95.0% 58.1 41 12.1 0 1 0 0 2 1,315.7047 40 50 true
5522 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 7 7 8 8 0.533% 19.3% FDYIITQQALVAVDNGVPINR R D 95.0% 42.1 40.8 9.89 0 0 1 0 2 2,346.2454 459 479 true
5522 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 7 7 8 8 0.533% 19.3% GVSFMVDNCSTTAR R L 95.0% 93.5 40.9 16.1 0 1 0 0 2 1,544.6832 436 449 true
5522 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 7 7 8 8 0.533% 19.3% NISVIAVCPK K G 95.0% 61 40.5 10.2 0 1 0 0 2 1,100.6133 170 179 true
5522 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 7 7 8 8 0.533% 19.3% NTVECITGIISK K T 95.0% 92.1 40.8 13.6 0 1 1 0 2 1,334.6986 278 289 true
5522 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 7 7 8 8 0.533% 19.3% VSTPLIKPPALLDFETSVFK M K 95.0% 42.4 40.8 10.1 0 1 0 0 1 2,244.2529 2 21 true
5522 unnamed protein product [Vitis vinifera] gi|302143407 57,141.4 100.0% 7 7 8 8 0.533% 19.3% YTEHGTSEDLAYK R N 95.0% 66.4 38.9 10.9 0 1 0 0 2 1,513.6806 265 277 true
5522 PREDICTED: DEAD-box ATP-dependent RNA helicase 38-like [Vitis vinifera] gi|359482283 52,693.2 99.8% 2 2 2 2 0.133% 4.44% LGQTIIFVR K T 95.0% 62.8 41.2 4.15 0 1 0 0 2 1,046.6358 319 327 true
5522 PREDICTED: DEAD-box ATP-dependent RNA helicase 38-like [Vitis vinifera] gi|359482283 52,693.2 99.8% 2 2 2 2 0.133% 4.44% VNLVVNYDLPLK R Y 95.0% 69.8 40.8 13.8 0 1 0 0 2 1,386.7992 388 399 true
5522 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 83.2% 1 2 1 1 0.0666% 4.95% ADIFVTTTGNK K D 95.0% 59.4 42.7 9.74 0 1 0 0 2 1,166.6053 318 328 true
5522 PREDICTED: adenosylhomocysteinase-like isoform 1 [Vitis vinifera] gi|225456806 53,061.6 83.2% 1 2 1 1 0.0666% 4.95% LVGVSEETTTGVK R R 95.0% 71.9 40.9 12.6 0 1 0 0 2 1,319.7054 199 211 false gi|225433506
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% AIGVELVGFDEAISTADFISLHMPLTP R M 95.0% 97.1 39.9 12 0 0 5 0 2 3,246.6607 232 262 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% ALDAGIVAQAALDVFTEEPPPK R D 95.0% 95.2 40.8 12.6 0 0 11 0 2 2,252.1812 295 316 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% ALDAGIVAQAALDVFTEEPPPKDSK R L 95.0% 68.8 40.7 15.1 0 0 7 0 2 2,582.3352 295 319 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% DFANVDCAYNLSPEELCTK K I 95.0% 45.3 40.8 11 0 0 1 0 2 2,245.9742 72 90 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% DGIPHLTK K V 95.0% 53.5 40.2 8.27 0 1 0 0 2 880.4889 502 509 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% FASAISESGEITVEGR K V 95.0% 109 41 13.3 0 30 2 0 2 1,652.8126 484 499 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% GGVIDEEALVR R A 95.0% 77.7 40.5 14.5 0 3 0 0 2 1,157.6162 284 294 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% GLGMHVIAHDPYAAADR K A 95.0% 54.4 42.1 11.9 0 1 3 0 2 1,793.8753 213 229 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% GLIEPISSVFVNLVNADFSAK K Q 95.0% 144 40.6 18.4 0 3 4 0 2 2,220.1911 429 449 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% HAVMAIGVDEQPSK K V 95.0% 107 40.9 14 0 2 2 0 2 1,497.7368 562 575 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% IGEIPAVEEFVFLK K - 95.0% 66.4 40.9 16.9 0 1 2 0 2 1,590.8779 581 594 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% IGEIPAVEEFVFLKL K - 95.0% 57.7 40.9 15.3 0 1 1 0 2 1,703.9620 581 595 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% ISLCDALIVR K S 95.0% 107 40.7 15.3 0 4 0 0 2 1,159.6505 91 100 true gi|225443272,gi|147823108
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% KHAVMAIGVDEQPSK R V 95.0% 95.8 41 16 0 2 2 0 2 1,609.8368 561 575 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% KIGEIPAVEEFVFLK K - 95.0% 47.7 40.9 13.6 0 2 2 0 2 1,718.9729 580 594 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% LAVQLVSGGSGVK R S 95.0% 90.5 40.4 15.3 0 4 1 0 2 1,214.7104 390 402 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% LGAAGLDLLK K D 95.0% 62.5 40 11.9 0 2 0 0 2 970.5934 62 71 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% MLNDETFAK K M 95.0% 58.8 40.2 9.13 0 3 0 0 2 1,068.5031 263 271 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% NVAQADASVK R S 95.0% 61 41.3 8.99 0 1 0 0 2 1,002.5214 167 176 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% TLAVMGFGK K V 95.0% 70.6 40.1 9.89 0 2 0 0 2 923.5020 194 202 true gi|225443272,gi|147823108
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% VGSILGEENVNVSFMSVGR K V 95.0% 98.7 40.8 13.8 0 6 11 0 2 1,994.0011 538 556 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% VKDGIPHLTK R V 95.0% 41.2 40.9 9.56 0 0 2 0 2 1,107.6523 500 509 true
5522 PREDICTED: d-3-phosphoglycerate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225428898 62,538.0 100.0% 23 23 33 125 8.33% 45.4% YVGVSLVGK K T 95.0% 51.3 40.8 8.58 0 1 0 0 2 921.5404 185 193 true gi|225443272,gi|147823108
5522 PREDICTED: ubiquitin carboxyl-terminal hydrolase 6 [Vitis vinifera] gi|225442341 54,030.8 100.0% 3 3 3 3 0.200% 10.0% KVDYPLELDVYDLCSDDLR R K 95.0% 47.2 40.7 11.5 0 0 1 0 2 2,328.1068 326 344 true
5522 PREDICTED: ubiquitin carboxyl-terminal hydrolase 6 [Vitis vinifera] gi|225442341 54,030.8 100.0% 3 3 3 3 0.200% 10.0% SGESSLATSDEGVPTDK R E 95.0% 52 40.8 5.51 0 1 0 0 2 1,679.7608 386 402 true
5522 PREDICTED: ubiquitin carboxyl-terminal hydrolase 6 [Vitis vinifera] gi|225442341 54,030.8 100.0% 3 3 3 3 0.200% 10.0% SPGSSENLDTVK R E 95.0% 76.8 41 10.7 0 1 0 0 2 1,233.5958 215 226 true
5522 PREDICTED: granule-bound starch synthase 1  chloroplastic/amyloplastic-like isoform 1 [Viti  gi|225426540,gi|297742459,gi|359474164 66,122.9 99.8% 1 1 1 1 0.0666% 2.15% EALQAEVGLPVDR K N 95.0% 58 40.6 10.7 0 1 0 0 2 1,396.7432 382 394 true
5522 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 1 1 1 1 0.0666% 2.68% LVGVSEETTTGVK R R 95.0% 71.9 40.9 12.6 0 1 0 0 2 1,319.7054 199 211 true gi|225456806
5522 PREDICTED: diacylglycerol kinase A isoform 1 [Vitis vinifera] gi|225447673,gi|296084956 54,310.4 83.2% 1 1 1 1 0.0666% 2.68% FTNQLVNQGTYAR K L 95.0% 75.4 42.7 9.39 0 1 0 0 2 1,511.7601 256 268 true
5522 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.400% 13.9% EQLAIAEFAESLLIIPK R V 95.0% 67.2 40.8 12.7 0 1 0 0 2 1,885.0683 437 453 true
5522 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.400% 13.9% GANDYMLDEMDR R A 95.0% 71.6 41 10.8 0 1 0 0 2 1,429.5724 382 393 true
5522 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.400% 13.9% IACLDFNLQR R T 95.0% 72.1 45 12.3 0 1 0 0 2 1,249.6359 237 246 true
5522 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.400% 13.9% SQNVVACQAVANIVK R S 95.0% 96.6 41.3 11.3 0 1 0 0 2 1,600.8475 22 36 true
5522 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.400% 13.9% VLVELAELQDR K E 95.0% 74.9 40.9 13.6 0 1 0 0 2 1,284.7159 77 87 true
5522 PREDICTED: T-complex protein 1 subunit alpha-like [Vitis vinifera] gi|359489326 59,155.5 100.0% 6 6 6 6 0.400% 13.9% YFVEAGAIAVR K R 95.0% 85.1 40.6 14 0 1 0 0 2 1,195.6469 302 312 true
5522 PREDICTED: T-complex protein 1 subunit zeta [Vitis vinifera] gi|225451999 59,094.7 100.0% 2 2 2 2 0.133% 3.74% ATLQFLEK R F 95.0% 54 40.9 4.83 0 1 0 0 2 949.5354 128 135 true
5522 PREDICTED: T-complex protein 1 subunit zeta [Vitis vinifera] gi|225451999 59,094.7 100.0% 2 2 2 2 0.133% 3.74% GIDPPSLDLLAR K A 95.0% 58.2 40.9 10.4 0 1 0 0 2 1,266.7055 299 310 true
5522 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 1 2 1 1 0.0666% 8.33% VNQIGTVTESIEAVK K M 95.0% 59.2 40.8 7.57 0 1 0 0 2 1,587.8589 353 367 true
5522 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 47,856.4 100.0% 1 2 1 1 0.0666% 8.33% YGQDATNVGDEGGFAPNIQENK K E 95.0% 49.6 40.9 11.8 0 0 1 0 2 2,324.0428 205 226 false gi|225455555
5522 PREDICTED: pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta-like  gi|359494836 61,491.2 100.0% 6 6 6 6 0.400% 15.2% EVPTSFGFDTACK K I 95.0% 75.6 40.8 9.6 0 1 0 0 2 1,458.6571 232 244 true
5522 PREDICTED: pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta-like  gi|359494836 61,491.2 100.0% 6 6 6 6 0.400% 15.2% FAAVYSEVQTSR R L 95.0% 77.2 42.8 13 0 1 0 0 2 1,357.6745 21 32 true
5522 PREDICTED: pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta-like  gi|359494836 61,491.2 100.0% 6 6 6 6 0.400% 15.2% LFPNMFGQPSAMLVPSESALPSDQK K L 95.0% 29.3 40.8 11.8 0 0 1 0 2 2,707.3109 67 91 true
5522 PREDICTED: pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta-like  gi|359494836 61,491.2 100.0% 6 6 6 6 0.400% 15.2% MLIQMVETELEK K R 95.0% 80.7 45.6 12.1 0 1 0 0 2 1,463.7486 405 416 true
5522 PREDICTED: pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta-like  gi|359494836 61,491.2 100.0% 6 6 6 6 0.400% 15.2% NQGGFDMICSGR R D 95.0% 74.2 40.7 9.52 0 1 0 0 2 1,341.5676 154 165 true
5522 PREDICTED: pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit beta-like  gi|359494836 61,491.2 100.0% 6 6 6 6 0.400% 15.2% NVTDYIVDVVCK K R 95.0% 90.6 40.9 12.7 0 1 0 0 2 1,424.7091 305 316 true
5522 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 8 8 8 8 0.533% 22.0% DVLDGSSVGFVETLENDLAK R L 95.0% 52.9 45.7 9.76 0 0 1 0 2 2,108.0396 171 190 true
5522 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 8 8 8 8 0.533% 22.0% ECFETGTLHLIGLLSDGGVHSR K I 95.0% 49.3 40.7 9.25 0 0 1 0 2 2,398.1823 121 142 true
5522 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 8 8 8 8 0.533% 22.0% IDQLQLLLK R G 95.0% 65 40.1 13.1 0 1 0 0 2 1,083.6775 143 151 true
5522 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 8 8 8 8 0.533% 22.0% LPNHYLVSPPEIER K T 95.0% 31.8 40.9 9.56 0 0 1 0 2 1,663.8803 327 340 true
5522 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 8 8 8 8 0.533% 22.0% LVDFALDSGK K I 95.0% 70.2 41 11.9 0 1 0 0 2 1,064.5624 100 109 true
5522 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 8 8 8 8 0.533% 22.0% SGYFDPSMEEYVEIPSDSGITFNVKP R M 95.0% 46.7 40.1 10.2 0 0 1 0 2 3,036.4185 374 400 true
5522 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 8 8 8 8 0.533% 22.0% SLEYEDFDKFDR K V 95.0% 53.2 40.9 12.3 0 1 0 0 2 1,563.6963 296 307 true
5522 PREDICTED: 2 3-bisphosphoglycerate-independent phosphoglycerate mutase isoform 1 [Vit  gi|225439064,gi|239056191 61,074.9 100.0% 8 8 8 8 0.533% 22.0% YENDWEVVK R R 95.0% 53.9 40.3 7.97 0 1 0 0 2 1,181.5473 214 222 true
5522 PREDICTED: probable methylenetetrahydrofolate reductase-like [Vitis vinifera] gi|147860393,gi|225436253 66,883.4 100.0% 5 5 5 5 0.333% 12.3% EGTWMSNVGPGEVNAVTWGVFPA K E 95.0% 48.3 40.6 13.3 0 0 1 0 2 2,561.2242 500 523 true
5522 PREDICTED: probable methylenetetrahydrofolate reductase-like [Vitis vinifera] gi|147860393,gi|225436253 66,883.4 100.0% 5 5 5 5 0.333% 12.3% IINELLGNINSK K G 95.0% 97.2 40.8 11.6 0 1 0 0 2 1,327.7581 423 434 true
5522 PREDICTED: probable methylenetetrahydrofolate reductase-like [Vitis vinifera] gi|147860393,gi|225436253 66,883.4 100.0% 5 5 5 5 0.333% 12.3% LQDEWVVPLK K S 95.0% 56.1 40.7 8.41 0 1 0 0 2 1,226.6781 380 389 true
5522 PREDICTED: probable methylenetetrahydrofolate reductase-like [Vitis vinifera] gi|147860393,gi|225436253 66,883.4 100.0% 5 5 5 5 0.333% 12.3% SALAILMNLGLIEESK K I 95.0% 60.5 45 10.9 0 1 0 0 2 1,701.9457 292 307 true
5522 PREDICTED: probable methylenetetrahydrofolate reductase-like [Vitis vinifera] gi|147860393,gi|225436253 66,883.4 100.0% 5 5 5 5 0.333% 12.3% TEDGVDNLFER K M 95.0% 78.8 40.9 10.6 0 1 0 0 2 1,294.5911 28 38 true
5522 PREDICTED: glucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform [Vitis vinifera] gi|225452196 59,139.0 100.0% 2 2 2 2 0.133% 4.65% GPSEADELLSK R S 95.0% 76.9 44.9 8.58 0 1 0 0 2 1,145.5686 490 500 true
5522 PREDICTED: glucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform [Vitis vinifera] gi|225452196 59,139.0 100.0% 2 2 2 2 0.133% 4.65% YVSGSYDAEDGFR K L 95.0% 78.1 40.7 13.8 0 1 0 0 2 1,465.6230 111 123 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% ALMELADASGYPIAVMPSGK R G 95.0% 86.9 40.7 44.9 0 2 3 0 2 2,052.9983 242 261 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% DSLCFIEVFVHK K D 95.0% 61.1 40.8 13 0 1 0 0 2 1,493.7458 541 552 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% ILHHTIGLPDFTQELR R S 95.0% 64.9 40.9 12.9 0 0 1 0 2 1,890.0235 123 138 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% IYVPPGVPLR R R 95.0% 31.9 40.1 9.42 0 1 0 0 2 1,110.6671 363 372 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% NETAVENYR K R 95.0% 58.2 40.3 8.87 0 1 0 0 2 1,095.5064 353 361 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% NWDYTALINAIHNGEGK K C 95.0% 95.8 41 9.96 0 1 0 0 2 1,915.9298 500 516 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% VIACIGDGSFQVTAQDVSTMIR R C 95.0% 44.1 40.8 10.8 0 0 2 0 2 2,384.1587 448 469 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% VNVLFK R H 95.0% 52.6 41.8 4.47 0 1 0 0 2 719.4450 381 386 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% VRTEDELTEAIATATGAHK K D 95.0% 52.7 42.2 8.06 0 0 1 0 2 2,013.0249 522 540 true
5522 PREDICTED: pyruvate decarboxylase isozyme 1 [Vitis vinifera] gi|225443847 62,406.8 100.0% 10 10 11 20 1.33% 26.2% VSNQIGLEAAVEATADFLNR K A 95.0% 55 40.6 44.9 0 0 6 0 2 2,118.0826 203 222 true
5522 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|163914213,gi|225431844,gi|334089964 17,110.4 83.2% 1 1 1 1 0.0666% 8.23% AIEAYVLAHPDAY K - 95.0% 51.4 40.9 11.4 0 1 0 0 2 1,432.7107 146 158 true gi|225431852
5522 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 3 3 3 3 0.200% 6.69% AIDLETQQCGVIK R T 95.0% 79.9 42.1 9.3 0 1 0 0 2 1,474.7573 121 133 true
5522 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 3 3 3 3 0.200% 6.69% VLESSVAEVK K A 95.0% 70.3 41.6 10.9 0 1 0 0 2 1,060.5884 400 409 true
5522 PREDICTED: acyl-CoA-binding domain-containing protein 4 [Vitis vinifera] gi|225448900 56,107.3 100.0% 3 3 3 3 0.200% 6.69% YLSDVQVFDLR R S 95.0% 85.1 40.8 12.2 0 1 0 0 2 1,354.7002 51 61 true
5522 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 2 2 2 2 0.133% 8.31% IEEELGSAAVYAGAK R F 95.0% 89 44.3 10.8 0 1 0 0 2 1,507.7639 423 437 true
5522 PREDICTED: enolase [Vitis vinifera] gi|225455555 48,092.9 100.0% 2 2 2 2 0.133% 8.31% YGQDATNVGDEGGFAPNIQENK K E 95.0% 49.6 40.9 11.8 0 0 1 0 2 2,324.0428 205 226 true gi|225441000
1114 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 99.8% 1 4 1 1 0.0875% 26.7% CPDAYSYPK R D 95.0% 52.9 40.5 9.65 0 4 0 0 2 1,100.4718 196 204 false gi|225426793,gi|1839046
1114 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 99.8% 1 4 1 1 0.0875% 26.7% DDQTSTFTCPAGTNYEVVFCP K - 95.0% 56.6 40.7 10.7 0 1 0 0 2 2,409.0012 205 225 true
1114 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 99.8% 1 4 1 1 0.0875% 26.7% GISCTADIVGECPAALK R T 95.0% 65.2 40.9 14.1 0 3 2 0 2 1,761.8513 143 159 false gi|225426793,gi|1839046
1114 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 99.8% 1 4 1 1 0.0875% 26.7% TTGGCNNPCTVFK K T 95.0% 60.2 40.6 11.1 0 3 0 0 2 1,455.6357 160 172 false gi|225426793,gi|1839046
1114 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 6 6 7 7 0.612% 43.7% APGGCNNPCTVFK K T 95.0% 68.7 41 9.57 0 1 0 0 2 1,421.6302 155 167 true gi|225426789,gi|2213852
1114 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 6 6 7 7 0.612% 43.7% CTYTVWAAASPGGGR K R 95.0% 59.2 40.8 7.68 0 1 0 0 2 1,553.7166 33 47 true gi|225426789,gi|2213852
1114 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 6 6 7 7 0.612% 43.7% GIQCSADINGQCPSELK R A 95.0% 48.8 40.8 9.36 0 0 1 0 2 1,876.8531 138 154 true
1114 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 6 6 7 7 0.612% 43.7% LDSGQSWTITVNPGTTNAR R I 95.0% 50.5 40.9 9.81 0 1 1 0 2 2,017.9939 49 67 true gi|225426789,gi|2213852
1114 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 6 6 7 7 0.612% 43.7% TNEYCCTDGPGSCGPTTYSK K F 95.0% 85.7 40.5 9.79 0 0 1 0 2 2,254.8688 168 187 true gi|225426789,gi|2213852
1114 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 6 6 7 7 0.612% 43.7% TSLFTCTSGTNYK K V 95.0% 71.8 40.8 10.9 0 1 0 0 2 1,479.6785 205 217 true
1114 PREDICTED: uncharacterized protein LOC100251175 isoform 1 [Vitis vinifera] gi|225432248 18,948.0 93.8% 1 1 1 1 0.0875% 12.6% MLVYQDLLTADELLSDSFPYK - E 95.0% 51.3 40.7 10.6 0 0 1 0 2 2,477.2160 1 21 true
1114 PREDICTED: thaumatin-like protein [Vitis vinifera] gi|225426793 23,840.6 100.0% 4 4 5 14 1.22% 26.7% CPDAYSYPK R D 95.0% 52.9 40.5 9.65 0 4 0 0 2 1,100.4718 196 204 true gi|33329390,gi|1839046
1114 PREDICTED: thaumatin-like protein [Vitis vinifera] gi|225426793 23,840.6 100.0% 4 4 5 14 1.22% 26.7% DDQTSTFTCTAGTNYEVVFCP K - 95.0% 28.1 40.7 44.9 0 0 2 0 2 2,412.9961 205 225 true
1114 PREDICTED: thaumatin-like protein [Vitis vinifera] gi|225426793 23,840.6 100.0% 4 4 5 14 1.22% 26.7% GISCTADIVGECPAALK R T 95.0% 65.2 40.9 14.1 0 3 2 0 2 1,761.8513 143 159 true gi|33329390,gi|1839046
1114 PREDICTED: thaumatin-like protein [Vitis vinifera] gi|225426793 23,840.6 100.0% 4 4 5 14 1.22% 26.7% TTGGCNNPCTVFK K T 95.0% 60.2 40.6 11.1 0 3 0 0 2 1,455.6357 160 172 true gi|33329390,gi|1839046
1114 osmotin-like protein [Vitis vinifera] gi|1839046 23,856.6 99.8% 1 4 1 1 0.0875% 26.7% CPDAYSYPK R D 95.0% 52.9 40.5 9.65 0 4 0 0 2 1,100.4718 196 204 false gi|33329390,gi|225426793
1114 osmotin-like protein [Vitis vinifera] gi|1839046 23,856.6 99.8% 1 4 1 1 0.0875% 26.7% DDQTSTFTCPAGTNYEVIFCP K - 95.0% 48.2 40.7 10.6 0 0 1 0 2 2,423.0169 205 225 true
1114 osmotin-like protein [Vitis vinifera] gi|1839046 23,856.6 99.8% 1 4 1 1 0.0875% 26.7% GISCTADIVGECPAALK R T 95.0% 65.2 40.9 14.1 0 3 2 0 2 1,761.8513 143 159 false gi|33329390,gi|225426793
1114 osmotin-like protein [Vitis vinifera] gi|1839046 23,856.6 99.8% 1 4 1 1 0.0875% 26.7% TTGGCNNPCTVFK K T 95.0% 60.2 40.6 11.1 0 3 0 0 2 1,455.6357 160 172 false gi|33329390,gi|225426793
4119 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225456069 25,855.9 100.0% 4 4 4 5 0.810% 22.2% AMESALESFAFLEK K A 95.0% 106 40.9 14.9 0 2 0 0 2 1,588.7564 123 136 true
4119 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225456069 25,855.9 100.0% 4 4 4 5 0.810% 22.2% CLFGAWEAFK K A 95.0% 70.1 40.9 12.5 0 1 0 0 2 1,228.5820 105 114 true
4119 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225456069 25,855.9 100.0% 4 4 4 5 0.810% 22.2% FPSLHEWAENFIQIPLIK R E 95.0% 34 40.6 9.6 0 0 1 0 2 2,182.1697 180 197 true
4119 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225456069 25,855.9 100.0% 4 4 4 5 0.810% 22.2% GVEYEYIK K E 95.0% 57.3 40.3 7.86 0 1 0 0 2 1,000.4986 27 34 true
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% AQGTDLLGK K T 95.0% 59.3 41 5.2 0 1 0 0 2 902.4944 79 87 true
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% EIEFETVPVDIIK K G 95.0% 63.7 40.9 8.9 0 1 0 0 2 1,531.8256 24 36 false gi|225446791
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% GEHKDPEYLK K L 95.0% 32.6 40.6 9.74 0 0 1 0 2 1,215.6006 37 46 false gi|225446791
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% KVLELYPAPILE K - 95.0% 60 40.9 11.7 0 1 0 0 2 1,384.8088 205 216 false gi|225446791
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% LQPFGVVPVIQDGDYTLYESR K A 95.0% 78.9 40.7 13.8 0 1 1 0 2 2,396.2135 47 67 false gi|225446791
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% RVLICLVEK K E 95.0% 42.9 40.5 11.7 0 0 1 0 2 1,129.6763 15 23 false gi|225446791
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% VLDIYEER K L 95.0% 50.9 41 10.8 0 2 0 0 2 1,036.5310 142 149 false gi|225446791
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% VLELYPAPILE K - 95.0% 80.4 40.8 12.6 0 2 0 0 2 1,256.7138 206 216 false gi|225446791
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% VYGPAFASPK K R 95.0% 73.2 41 13.4 0 2 0 0 2 1,036.5462 5 14 true
4119 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 99.8% 2 10 2 3 0.486% 54.6% YLAGDFFSLADLSHIPFTNYLGAMGK K M 95.0% 76.5 40.3 11.6 0 0 1 0 2 2,848.4017 155 180 false gi|225446791
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% EIEFETVPVDIIK K G 95.0% 63.7 40.9 8.9 0 1 0 0 2 1,531.8256 24 36 true gi|158323772
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% GEHKDPEYLK K L 95.0% 32.6 40.6 9.74 0 0 1 0 2 1,215.6006 37 46 true gi|158323772
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% KVLELYPAPILE K - 95.0% 60 40.9 11.7 0 1 0 0 2 1,384.8088 205 216 true gi|158323772
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% LQPFGVVPVIQDGDYTLYESR K A 95.0% 78.9 40.7 13.8 0 1 1 0 2 2,396.2135 47 67 true gi|158323772
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% RVLICLVEK K E 95.0% 42.9 40.5 11.7 0 0 1 0 2 1,129.6763 15 23 true gi|158323772
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% SQGTDLLGK K T 95.0% 51.4 41 3.43 0 1 0 0 2 918.4893 79 87 true
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% VLDIYEER K L 95.0% 50.9 41 10.8 0 2 0 0 2 1,036.5310 142 149 true gi|158323772
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% VLELYPAPILE K - 95.0% 80.4 40.8 12.6 0 2 0 0 2 1,256.7138 206 216 true gi|158323772
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% VYGPAFACPK K R 95.0% 64.5 40.6 12.9 1 2 0 0 2 1,109.5449 5 14 true
4119 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 12 15 2.43% 54.6% YLAGDFFSLADLSHIPFTNYLGAMGK K M 95.0% 76.5 40.3 11.6 0 0 1 0 2 2,848.4017 155 180 true gi|158323772
4119 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [Vitis vinifera] gi|359490763 39,485.7 91.0% 1 1 1 1 0.162% 3.57% SALELDLLEIIAK K A 95.0% 108 41.1 14.6 0 1 0 0 2 1,427.8358 37 49 true
4119 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 25,309.1 100.0% 5 5 6 7 1.13% 26.1% ANYAPSHWVQPGQGNR K W 95.0% 32.6 41 10.5 0 0 1 0 2 1,781.8466 151 166 true
4119 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 25,309.1 100.0% 5 5 6 7 1.13% 26.1% FLDYCNSLR R N 95.0% 66.6 40.7 13 0 2 0 0 2 1,187.5514 177 185 true
4119 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 25,309.1 100.0% 5 5 6 7 1.13% 26.1% SGYSADFFVELLGK R T 95.0% 108 41 14.9 0 1 1 0 2 1,532.7632 198 211 true
4119 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 25,309.1 100.0% 5 5 6 7 1.13% 26.1% TVDQLWTDYK K A 95.0% 74.9 40.9 13.7 0 1 0 0 2 1,268.6159 212 221 true
4119 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 25,309.1 100.0% 5 5 6 7 1.13% 26.1% WDQGYDVTAR R F 95.0% 84.2 40.6 9.98 0 1 0 0 2 1,210.5488 167 176 true
4119 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 99.8% 2 2 2 2 0.324% 11.1% LLTEAVLESIIGK K H 95.0% 54.7 40.8 7.24 0 1 0 0 2 1,385.8252 184 196 true
4119 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 99.8% 2 2 2 2 0.324% 11.1% TVEELADSVDFFR K D 95.0% 77.2 44 11.9 0 1 0 0 2 1,527.7326 72 84 true
4119 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 8 1.30% 38.1% DEIFSLFEGALDNLGSLR K Q 95.0% 121 40.8 14.6 0 1 1 0 2 1,996.0024 74 91 true
4119 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 8 1.30% 38.1% ITAEALMNR K F 95.0% 57.5 41 8.64 0 2 0 0 2 1,034.5300 28 36 true
4119 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 8 1.30% 38.1% ITAVPAPDEEIWGATFK K V 95.0% 46.3 40.8 10.1 0 1 0 0 2 1,844.9431 209 225 true
4119 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 8 1.30% 38.1% SANEVVLVIEAYK K A 95.0% 64.4 41.5 8.88 0 1 0 0 2 1,434.7838 99 111 true
4119 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 8 1.30% 38.1% SLASFPQGCFFSTAVGELR K S 95.0% 80.1 40.8 12.8 0 1 0 0 2 2,074.0063 182 200 true
4119 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 8 1.30% 38.1% STSTLFVASDQFGK K V 95.0% 72.9 41.2 10.7 0 1 0 0 2 1,487.7377 140 153 true
4119 PREDICTED: miraculin [Vitis vinifera] gi|147828196 gi|225462630 gi|290578583 gi| 22,423.0 100.0% 3 3 3 3 0.486% 19.2% FSASTICVQSTLWK K L 95.0% 55.8 40.8 5.05 0 1 0 0 2 1,627.8149 107 120 true
4119 PREDICTED: miraculin [Vitis vinifera] gi|147828196 gi|225462630 gi|290578583 gi| 22,423.0 100.0% 3 3 3 3 0.486% 19.2% FVTTGGVEGNPGR R E 95.0% 95.4 42.4 11.1 0 1 0 0 2 1,290.6438 131 143 true
4119 PREDICTED: miraculin [Vitis vinifera] gi|147828196,gi|225462630,gi|290578583,gi| 22,423.0 100.0% 3 3 3 3 0.486% 19.2% SGVDYYILPVFR R G 95.0% 59.6 40.6 9.01 0 1 0 0 2 1,428.7522 41 52 true
4120 PREDICTED: 3-isopropylmalate dehydratase small subunit [Vitis vinifera] gi|225469374 26,961.7 100.0% 4 4 4 4 0.349% 23.3% AVVAESYAR R I 95.0% 59.6 40.8 11.8 0 1 0 0 2 965.5049 164 172 true
4120 PREDICTED: 3-isopropylmalate dehydratase small subunit [Vitis vinifera] gi|225469374 26,961.7 100.0% 4 4 4 4 0.349% 23.3% LNPVGDVGPVIEAGGIFAYAR K K 95.0% 52.4 40.7 9.7 0 0 1 0 2 2,115.1235 223 243 true
4120 PREDICTED: 3-isopropylmalate dehydratase small subunit [Vitis vinifera] gi|225469374 26,961.7 100.0% 4 4 4 4 0.349% 23.3% NSVSTGEVYPLETEVR R I 95.0% 75.6 40.9 11 0 1 0 0 2 1,779.8759 177 192 true
4120 PREDICTED: 3-isopropylmalate dehydratase small subunit [Vitis vinifera] gi|225469374 26,961.7 100.0% 4 4 4 4 0.349% 23.3% TGDVVTIELGESK R L 95.0% 57.2 40.9 8.42 0 1 0 0 2 1,347.7004 199 211 true
4120 PREDICTED: miraculin [Vitis vinifera] gi|147828196 gi|225462630 gi|290578583 gi| 22,423.0 99.8% 1 1 1 1 0.0873% 6.40% FVTTGGVEGNPGR R E 95.0% 68 41 10.4 0 1 0 0 2 1,290.6438 131 143 true
4120 PREDICTED: uncharacterized protein LOC100263614 [Vitis vinifera] gi|225465543 22,578.2 100.0% 4 4 4 4 0.349% 17.8% AEITEVSK K C 95.0% 53.5 41 8.13 0 1 0 0 2 876.4673 89 96 true
4120 PREDICTED: uncharacterized protein LOC100263614 [Vitis vinifera] gi|225465543 22,578.2 100.0% 4 4 4 4 0.349% 17.8% ELLISVGSLVLSGGK K A 95.0% 91.3 40.9 11.6 0 1 0 0 2 1,471.8732 74 88 true
4120 PREDICTED: uncharacterized protein LOC100263614 [Vitis vinifera] gi|225465543 22,578.2 100.0% 4 4 4 4 0.349% 17.8% IKELLISVGSLVLSGGK R A 95.0% 64.1 41 8.4 0 1 0 0 2 1,713.0523 72 88 true
4120 PREDICTED: uncharacterized protein LOC100263614 [Vitis vinifera] gi|225465543 22,578.2 100.0% 4 4 4 4 0.349% 17.8% VGYTYELTLK R F 95.0% 56.6 40.6 7.38 0 1 0 0 2 1,186.6355 112 121 true
4120 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 92.7% 1 1 1 1 0.0873% 5.56% LLTEAVLESIIGK K H 95.0% 57.9 45 9.05 0 1 0 0 2 1,385.8252 184 196 true
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% EIEFETVPVDIIK K G 95.0% 62 40.9 9 0 2 0 0 2 1,531.8256 24 36 false gi|225446791
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% GEHKDPEYLK K L 95.0% 44.9 40.6 9.89 0 1 0 0 2 1,215.6006 37 46 false gi|225446791
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% KVLELYPAPILE K - 95.0% 64.5 40.9 12.6 0 1 0 0 2 1,384.8088 205 216 false gi|225446791
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% LQPFGVVPVIQDGDYTLYESR K A 95.0% 52.7 40.7 9.89 0 0 2 0 2 2,396.2135 47 67 false gi|225446791
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% RVLICLVEK K E 95.0% 34 40.5 10.7 0 1 1 0 2 1,129.6763 15 23 false gi|225446791
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% VLDIYEER K L 95.0% 52.7 41 11.1 0 2 0 0 2 1,036.5310 142 149 false gi|225446791
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% VLELYPAPILE K - 95.0% 73.6 40.8 12.4 0 2 0 0 2 1,256.7138 206 216 false gi|225446791
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% VLICLVEK R E 95.0% 44.3 40.8 9.76 0 2 0 0 2 973.5752 16 23 false gi|225446791
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% VYGPAFASPK K R 95.0% 63.4 41 12.2 0 2 0 0 2 1,036.5462 5 14 true
4120 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 92.7% 1 10 1 2 0.175% 50.5% YLAGDFFSLADLSHIPFTNYLGAMGK K M 95.0% 72.1 40.3 10.3 0 0 3 0 2 2,848.4017 155 180 false gi|225446791
4120 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225456069 25,855.9 100.0% 2 2 2 2 0.175% 10.7% AMESALESFAFLEK K A 95.0% 78.5 42.2 13.6 0 1 0 0 2 1,588.7564 123 136 true
4120 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225456069 25,855.9 100.0% 2 2 2 2 0.175% 10.7% CLFGAWEAFK K A 95.0% 64.1 40.9 11.5 0 1 0 0 2 1,228.5820 105 114 true
4120 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 7 0.611% 41.9% DEIFSLFEGALDNLGSLR K Q 95.0% 105 40.8 15.4 0 1 1 0 2 1,996.0024 74 91 true
4120 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 7 0.611% 41.9% ITAEALMNR K F 95.0% 61.7 41 7.39 0 1 0 0 2 1,034.5300 28 36 true
4120 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 7 0.611% 41.9% ITAVPAPDEEIWGATFK K V 95.0% 60.4 40.8 11.5 0 1 0 0 2 1,844.9431 209 225 true
4120 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 7 0.611% 41.9% MLGVFSSSIMSPPDELVAAGCR - T 95.0% 66.1 40.7 0 0 0 1 0 2 2,398.1089 1 22 true
4120 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 7 0.611% 41.9% SLASFPQGCFFSTAVGELR K S 95.0% 54.7 40.8 9.67 0 0 1 0 2 2,074.0063 182 200 true
4120 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 6 6 7 7 0.611% 41.9% STSTLFVASDQFGK K V 95.0% 66.3 41.2 9.94 0 1 0 0 2 1,487.7377 140 153 true
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% EIEFETVPVDIIK K G 95.0% 62 40.9 9 0 2 0 0 2 1,531.8256 24 36 true gi|158323772
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% GEHKDPEYLK K L 95.0% 44.9 40.6 9.89 0 1 0 0 2 1,215.6006 37 46 true gi|158323772
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% KVLELYPAPILE K - 95.0% 64.5 40.9 12.6 0 1 0 0 2 1,384.8088 205 216 true gi|158323772
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% LQPFGVVPVIQDGDYTLYESR K A 95.0% 52.7 40.7 9.89 0 0 2 0 2 2,396.2135 47 67 true gi|158323772
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% RVLICLVEK K E 95.0% 34 40.5 10.7 0 1 1 0 2 1,129.6763 15 23 true gi|158323772
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% SQGTDLLGK K T 95.0% 51.5 41 6.53 0 1 0 0 2 918.4893 79 87 true
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% VLDIYEER K L 95.0% 52.7 41 11.1 0 2 0 0 2 1,036.5310 142 149 true gi|158323772
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% VLELYPAPILE K - 95.0% 73.6 40.8 12.4 0 2 0 0 2 1,256.7138 206 216 true gi|158323772
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% VLICLVEK R E 95.0% 44.3 40.8 9.76 0 2 0 0 2 973.5752 16 23 true gi|158323772
4120 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 24,894.5 100.0% 10 10 11 18 1.57% 50.0% YLAGDFFSLADLSHIPFTNYLGAMGK K M 95.0% 72.1 40.3 10.3 0 0 3 0 2 2,848.4017 155 180 true gi|158323772
4120 PREDICTED: uncharacterized protein At4g28440-like [Vitis vinifera] gi|147774548,gi|225446441,gi|302143333 14,534.4 92.7% 1 1 1 1 0.0873% 9.23% VEVTEDANFVVK R E 95.0% 64.9 41 12.3 0 1 0 0 2 1,349.6947 101 112 true
4322 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 4 4 4 4 0.266% 20.1% LLTEAVLESIIGK K H 95.0% 102 54.4 11.3 0 1 0 0 2 1,385.8252 184 196 true
4322 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 4 4 4 4 0.266% 20.1% SVGIYTDAEAK K A 95.0% 67.3 54.2 10.7 0 1 0 0 2 1,153.5736 122 132 true
4322 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 4 4 4 4 0.266% 20.1% TVEELADSVDFFR K D 95.0% 73 54.3 11.7 0 1 0 0 2 1,527.7326 72 84 true
4322 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone isomerase 2 gi|158514257,gi|1705761 25,121.8 100.0% 4 4 4 4 0.266% 20.1% VSENCVAFWK K S 95.0% 65.8 54.1 10 0 1 0 0 2 1,239.5826 112 121 true
4322 PREDICTED: homocysteine S-methyltransferase 3 isoform 1 [Vitis vinifera] gi|225432744 35,930.5 100.0% 3 3 3 3 0.200% 17.0% HGADLNDPLWSATCLIHSPDLIR R R 95.0% 40.3 53.5 13.3 0 0 1 0 2 2,601.2882 36 58 true
4322 PREDICTED: homocysteine S-methyltransferase 3 isoform 1 [Vitis vinifera] gi|225432744 35,930.5 100.0% 3 3 3 3 0.200% 17.0% QVVAVGINCTPPR K F 95.0% 76.6 54.3 9.5 0 1 0 0 2 1,410.7523 235 247 true
4322 PREDICTED: homocysteine S-methyltransferase 3 isoform 1 [Vitis vinifera] gi|225432744 35,930.5 100.0% 3 3 3 3 0.200% 17.0% VTTKPVVIYPNSGETYDGVR K K 95.0% 49.9 53.8 10.2 0 0 1 0 2 2,195.1344 259 278 true
4322 unnamed protein product [Vitis vinifera] gi|296086726 33,320.0 100.0% 4 4 4 4 0.266% 18.5% GNMIEFITLSGVLTAR K K 95.0% 81.3 54.6 7.02 0 1 0 0 2 1,737.9206 106 121 true gi|296086727,gi|225436978
4322 unnamed protein product [Vitis vinifera] gi|296086726 33,320.0 100.0% 4 4 4 4 0.266% 18.5% GNPAAVCLLEEER K D 95.0% 83.9 54.5 10.9 0 1 0 0 2 1,457.7054 21 33 true gi|296086727,gi|225436978
4322 unnamed protein product [Vitis vinifera] gi|296086726 33,320.0 100.0% 4 4 4 4 0.266% 18.5% TVVDIEPQFDDIQK K L 95.0% 71.8 54.3 10.3 0 1 0 0 2 1,646.8275 194 207 true gi|296086727,gi|225436978
4322 unnamed protein product [Vitis vinifera] gi|296086726 33,320.0 100.0% 4 4 4 4 0.266% 18.5% YSVVDAFTDSAFK K G 95.0% 84.7 54.5 10.3 0 1 0 0 2 1,449.6896 8 20 true
4322 PREDICTED: probable carboxylesterase 8-like [Vitis vinifera] gi|359489388 35,364.8 100.0% 2 2 2 2 0.133% 9.54% LPAAYEDAAEAIMWVR R S 95.0% 48.5 57.4 9.25 0 0 1 0 2 1,805.8891 118 133 true
4322 PREDICTED: probable carboxylesterase 8-like [Vitis vinifera] gi|359489388 35,364.8 100.0% 2 2 2 2 0.133% 9.54% SQAAAEIDGGEPWLR R E 95.0% 97.2 54.8 11.8 0 1 0 0 2 1,599.7763 134 148 true
4322 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 5 5 5 5 0.333% 20.6% AFGAELVLTDPAK R G 95.0% 78.5 54.6 9.77 0 1 0 0 2 1,331.7207 114 126 true
4322 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 5 5 5 5 0.333% 20.6% IGYSMITDAEEK R G 95.0% 83 54.4 10.3 0 1 0 0 2 1,356.6353 52 63 true
4322 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 5 5 5 5 0.333% 20.6% LIVVVFPSFGER K Y 95.0% 64.7 54.6 11.4 0 1 0 0 2 1,362.7780 293 304 true gi|359487832
4322 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 5 5 5 5 0.333% 20.6% VDAFVSGIGTGGTITGAGK K F 95.0% 80.1 54.2 7.94 0 1 0 0 2 1,707.8915 176 194 true
4322 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 5 5 5 5 0.333% 20.6% YLSSVLFDSVK R R 95.0% 70.2 54.7 6.53 0 1 0 0 2 1,257.6725 305 315 true
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225448367 34,264.4 100.0% 5 7 6 8 0.533% 39.4% FAVATAPVTASDAGAAPAASK K E 95.0% 92.6 54.2 11.1 0 2 0 0 2 1,873.9654 278 298 true
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225448367 34,264.4 100.0% 5 7 6 8 0.533% 39.4% GDLKEVSEEVAK K Y 95.0% 55.2 54.7 9.24 0 1 0 0 2 1,303.6741 96 107 false gi|225449110,gi|147843260
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225448367 34,264.4 100.0% 5 7 6 8 0.533% 39.4% GTVEIITPVELIK K K 95.0% 74.8 54.2 7.91 0 1 0 0 2 1,411.8409 153 165 true
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225448367 34,264.4 100.0% 5 7 6 8 0.533% 39.4% LCQLLDEYSQILIAAADNVGSNQLQN K K 95.0% 83.4 52.8 12 0 0 1 0 2 3,159.6106 18 45 true
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225448367 34,264.4 100.0% 5 7 6 8 0.533% 39.4% NVLAVAVATEYSFPQADK K V 95.0% 89.9 54.3 13.1 0 1 2 0 2 1,922.9858 250 267 true
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225448367 34,264.4 100.0% 5 7 6 8 0.533% 39.4% TGNTAFLNLIPLLVGNVGLIFTK K G 95.0% 78.9 53.7 10.3 0 0 1 0 2 2,415.4013 73 95 true
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225448367 34,264.4 100.0% 5 7 6 8 0.533% 39.4% VGSSEAALLAK K L 95.0% 79.4 55.1 4.5 0 2 0 0 2 1,045.5888 170 180 false gi|225449110,gi|147843260,gi|192910684
4322 PREDICTED: 1-aminocyclopropane-1-carboxylate oxidase 3 isoform 1 [Vitis vinifera] gi|225447147,gi|225447149,gi|297739216 35,898.1 100.0% 3 3 3 3 0.200% 11.9% ALEGVQTEIK K D 95.0% 73.3 54.8 10.6 0 1 0 0 2 1,087.5995 73 82 true
4322 PREDICTED: 1-aminocyclopropane-1-carboxylate oxidase 3 isoform 1 [Vitis vinifera] gi|225447147,gi|225447149,gi|297739216 35,898.1 100.0% 3 3 3 3 0.200% 11.9% DMDWESTFFLR K H 95.0% 60.2 55.5 11.6 0 1 0 0 2 1,446.6359 83 93 true
4322 PREDICTED: 1-aminocyclopropane-1-carboxylate oxidase 3 isoform 1 [Vitis vinifera] gi|225447147,gi|225447149,gi|297739216 35,898.1 100.0% 3 3 3 3 0.200% 11.9% LAEELLDLLCENLGLEK K G 95.0% 79.9 54.1 10.9 0 1 0 0 2 1,972.0311 124 140 true
4322 hypothetical protein VITISV_003812 [Vitis vinifera] gi|147843260 34,272.2 99.2% 1 5 1 1 0.0666% 26.6% FAVAVAPVAAADAGGSAAPPK K E 95.0% 105 54.3 14.1 0 1 0 0 2 1,837.9807 278 298 false gi|225449110
4322 hypothetical protein VITISV_003812 [Vitis vinifera] gi|147843260 34,272.2 99.2% 1 5 1 1 0.0666% 26.6% GDLKEVSEEVAK R Y 95.0% 55.2 54.7 9.24 0 1 0 0 2 1,303.6741 96 107 false gi|225449110,gi|225448367
4322 hypothetical protein VITISV_003812 [Vitis vinifera] gi|147843260 34,272.2 99.2% 1 5 1 1 0.0666% 26.6% NVLSVAVATEYSFPQADK K V 95.0% 66 54.2 10.5 0 1 0 0 2 1,938.9807 250 267 true
4322 hypothetical protein VITISV_003812 [Vitis vinifera] gi|147843260 34,272.2 99.2% 1 5 1 1 0.0666% 26.6% TGNQAFLNLIPLLVGNVGLIFTR K G 95.0% 39.1 53.7 10.7 0 0 1 0 2 2,470.4183 73 95 false gi|225449110
4322 hypothetical protein VITISV_003812 [Vitis vinifera] gi|147843260 34,272.2 99.2% 1 5 1 1 0.0666% 26.6% VGSSEAALLAK K L 95.0% 79.4 55.1 4.5 0 2 0 0 2 1,045.5888 170 180 false gi|225449110,gi|225448367,gi|192910684
4322 PREDICTED: diaminopimelate epimerase, chloroplastic [Vitis vinifera] gi|225439868,gi|297741545 39,853.9 100.0% 2 2 2 2 0.133% 7.84% GGQNLQVDELNLADIGPK K F 95.0% 91.4 54.1 11.9 0 1 0 0 2 1,880.9716 257 274 true
4322 PREDICTED: diaminopimelate epimerase, chloroplastic [Vitis vinifera] gi|225439868,gi|297741545 39,853.9 100.0% 2 2 2 2 0.133% 7.84% TNTEFVQVISR R S 95.0% 69.3 54.6 9.42 0 1 0 0 2 1,293.6797 285 295 true
4322 hypothetical protein VITISV_017351 [Vitis vinifera] gi|147805786 41,629.2 100.0% 4 4 4 4 0.266% 17.1% DDFTETMDYFR K A 95.0% 85.3 56 8.48 0 1 0 0 2 1,439.5785 40 50 true
4322 hypothetical protein VITISV_017351 [Vitis vinifera] gi|147805786 41,629.2 100.0% 4 4 4 4 0.266% 17.1% ESEVNYTVGAIIAKPENESPWR R Y 95.0% 68.9 53.6 8.17 0 0 1 0 2 2,489.2307 237 258 true
4322 hypothetical protein VITISV_017351 [Vitis vinifera] gi|147805786 41,629.2 100.0% 4 4 4 4 0.266% 17.1% LILEALNADLHEELNFIK R K 95.0% 73 53.9 11 0 0 1 0 2 2,095.1436 116 133 true
4322 hypothetical protein VITISV_017351 [Vitis vinifera] gi|147805786 41,629.2 100.0% 4 4 4 4 0.266% 17.1% SPFLGGLEAMR K E 95.0% 71.8 54.8 11.5 0 1 0 0 2 1,177.6035 226 236 true
4322 PREDICTED: LOW QUALITY PROTEIN: kynurenine formamidase-like [Vitis vinifera] gi|359475423 30,011.0 100.0% 4 4 4 4 0.266% 23.7% FDTSYVGFTQDGAK K W 95.0% 73.7 54.6 10.8 0 1 0 0 2 1,535.7014 176 189 true
4322 PREDICTED: LOW QUALITY PROTEIN: kynurenine formamidase-like [Vitis vinifera] gi|359475423 30,011.0 100.0% 4 4 4 4 0.266% 23.7% KFDTSYVGFTQDGAK K W 95.0% 47.9 54.3 9.92 0 0 1 0 2 1,663.7964 175 189 true
4322 PREDICTED: LOW QUALITY PROTEIN: kynurenine formamidase-like [Vitis vinifera] gi|359475423 30,011.0 100.0% 4 4 4 4 0.266% 23.7% LVGIDYLSVAAYSDLLSAHYAFLK K G 95.0% 66 53.5 9.26 0 0 1 0 2 2,629.3913 199 222 true
4322 PREDICTED: LOW QUALITY PROTEIN: kynurenine formamidase-like [Vitis vinifera] gi|359475423 30,011.0 100.0% 4 4 4 4 0.266% 23.7% YTPDMPSFDSDEGIGQFLWLPQSMK R N 95.0% 23.7 53.1 9.77 0 0 1 0 2 2,889.3114 58 82 true
4322 PREDICTED: uncharacterized isomerase BH0283-like [Vitis vinifera] gi|225436978,gi|296086727 33,404.9 93.0% 1 4 1 1 0.0666% 19.8% GNMIEFITLSGVLTAR K K 95.0% 81.3 54.6 7.02 0 1 0 0 2 1,737.9206 106 121 false gi|296086726
4322 PREDICTED: uncharacterized isomerase BH0283-like [Vitis vinifera] gi|225436978,gi|296086727 33,404.9 93.0% 1 4 1 1 0.0666% 19.8% GNPAAVCLLEEER K D 95.0% 83.9 54.5 10.9 0 1 0 0 2 1,457.7054 21 33 false gi|296086726
4322 PREDICTED: uncharacterized isomerase BH0283-like [Vitis vinifera] gi|225436978,gi|296086727 33,404.9 93.0% 1 4 1 1 0.0666% 19.8% ITEPEALDSSTTILTPR R F 95.0% 81.5 54.2 10.7 0 1 0 0 2 1,843.9650 56 72 true
4322 PREDICTED: uncharacterized isomerase BH0283-like [Vitis vinifera] gi|225436978,gi|296086727 33,404.9 93.0% 1 4 1 1 0.0666% 19.8% TVVDIEPQFDDIQK K L 95.0% 71.8 54.3 10.3 0 1 0 0 2 1,646.8275 194 207 false gi|296086726
4322 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 2 2 2 0.133% 7.79% ILIIGGTGYIGK K F 95.0% 62 55 9.32 0 1 0 0 2 1,204.7303 7 18 true gi|76559894,gi|76559896,gi|255529745,gi|225428442
4322 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 2 2 2 2 0.133% 7.79% YCTVDEYLSAFV K - 95.0% 59.7 54.3 11.8 0 1 0 0 2 1,466.6508 297 308 true
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225449110 34,258.2 100.0% 5 5 6 7 0.466% 26.6% FAVAVAPVAAADAGGSAAPPK K E 95.0% 105 54.3 14.1 0 1 0 0 2 1,837.9807 278 298 true gi|147843260
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225449110 34,258.2 100.0% 5 5 6 7 0.466% 26.6% GDLKEVSEEVAK R Y 95.0% 55.2 54.7 9.24 0 1 0 0 2 1,303.6741 96 107 true gi|225448367,gi|147843260
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225449110 34,258.2 100.0% 5 5 6 7 0.466% 26.6% NVLSVAVATDYSFPQADK K V 95.0% 65.1 54 10.9 0 1 1 0 2 1,924.9651 250 267 true
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225449110 34,258.2 100.0% 5 5 6 7 0.466% 26.6% TGNQAFLNLIPLLVGNVGLIFTR K G 95.0% 39.1 53.7 10.7 0 0 1 0 2 2,470.4183 73 95 true gi|147843260
4322 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|225449110 34,258.2 100.0% 5 5 6 7 0.466% 26.6% VGSSEAALLAK K L 95.0% 79.4 55.1 4.5 0 2 0 0 2 1,045.5888 170 180 true gi|225448367,gi|147843260,gi|192910684
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3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% AFVHWYVGE R E 95.0% 67.3 40.8 44.9 0 0 2 0 2 2,330.0182 403 422 true gi|225458970,gi|225435758,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% AVCMISNSTS R I 95.0% 94.1 40.8 14.2 0 1 2 0 2 1,857.8832 374 390 true gi|225458970,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% AVFVDLEPTV R T 95.0% 91.6 40.7 14.2 0 1 1 0 2 1,701.9059 65 79 true gi|225458970,gi|359496623
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% CGINYQPPTV K V 95.0% 48.1 40.9 7.01 0 1 0 0 2 1,885.9480 353 370 true gi|225458970,gi|225435758,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% DVNAAVATIK K T 95.0% 56.0 40.8 9.69 0 1 0 0 2 1,001.5626 327 336 true gi|225458970,gi|225435758,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% DYEEVGAESA K - 95.0% 81.7 40.2 12.6 0 1 0 0 2 2,193.7741 431 450 true
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% EDLAALEK R D 95.0% 42.0 41.1 1.26 1 0 0 0 2 888.4674 423 430 true gi|225458970,gi|225435758,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% EIVDLCLDR K I 95.0% 44.2 41.1 4.97 0 1 0 0 2 1,132.5669 113 121 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% FDGALNVDV R I 95.0% 88.0 40.8 12.4 0 1 0 0 2 2,395.1930 244 264 true gi|225458970,gi|359496623,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% IHFMLSSYAP R A 95.0% 79.9 40.8 12.5 0 2 2 0 2 1,792.9302 265 280 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% LVSQVISSLTA R F 95.0% 108 41.0 11.9 0 1 1 0 2 1,473.8635 230 243 true gi|225458970,gi|359496623,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% QLFHPEQLISG R E 95.0% 47.6 40.6 3.80 0 1 0 0 2 1,396.7585 85 96 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% SLDIERPTYTN R L 95.0% 33.6 40.8 9.59 0 0 1 0 2 1,691.8712 216 229 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% TIQFVDWCPT R C 95.0% 55.5 41.0 12.4 0 1 0 0 2 1,598.7674 340 352 true gi|225458970,gi|225452767
3513 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 15 15 19 25 1.47% 48.0% YMACCLMYR K G 95.0% 51.5 41.0 13.6 0 3 0 0 2 1,267.5091 312 320 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% AFVHWYVGE R E 95.0% 67.3 40.8 44.9 0 0 2 0 2 2,330.0182 403 422 false gi|225435758,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% AVCMISNSTS R I 95.0% 94.1 40.8 14.2 0 1 2 0 2 1,857.8832 374 390 false gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% AVFVDLEPTV R T 95.0% 91.6 40.7 14.2 0 1 1 0 2 1,701.9059 65 79 false gi|359496623,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% CGINYQPPTV K V 95.0% 48.1 40.9 7.01 0 1 0 0 2 1,885.9480 353 370 false gi|225435758,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% DVNAAVATIK K T 95.0% 56.0 40.8 9.69 0 1 0 0 2 1,001.5626 327 336 false gi|225435758,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% EDLAALEK R D 95.0% 42.0 41.1 1.26 1 0 0 0 2 888.4674 423 430 false gi|225435758,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% EIVDLCLDR K I 95.0% 44.2 41.1 4.97 0 1 0 0 2 1,132.5669 113 121 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% FDGALNVDV R I 95.0% 88.0 40.8 12.4 0 1 0 0 2 2,395.1930 244 264 false gi|359496623,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% FDLMYSK K R 95.0% 48.8 41.2 5.37 0 1 0 0 2 919.4231 395 401 true
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% IHFMLSSYAP R A 95.0% 79.9 40.8 12.5 0 2 2 0 2 1,792.9302 265 280 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% LVSQVISSLTA R F 95.0% 108 41.0 11.9 0 1 1 0 2 1,473.8635 230 243 false gi|359496623,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% QLFHPEQLISG R E 95.0% 47.6 40.6 3.80 0 1 0 0 2 1,396.7585 85 96 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% SLDIERPTYTN R L 95.0% 33.6 40.8 9.59 0 0 1 0 2 1,691.8712 216 229 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% TIQFVDWCPT R C 95.0% 55.5 41.0 12.4 0 1 0 0 2 1,598.7674 340 352 false gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% TVGGGDDAF K H 95.0% 58.7 40.8 9.88 0 2 1 0 2 1,977.8827 41 60 true gi|225452767
3513 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 2 16 3 4 0.235% 49.4% YMACCLMYR K G 95.0% 51.5 41.0 13.6 0 3 0 0 2 1,267.5091 312 320 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3513 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 7 7 7 7 0.412% 21.7% AAEVITTIVQN K S 95.0% 70.2 41.0 7.53 0 1 0 0 2 1,525.8333 119 132 true
3513 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 7 7 7 7 0.412% 21.7% ALGAIASLIR K H 95.0% 40.6 39.6 8.93 0 1 0 0 2 984.6201 162 171 true
3513 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 7 7 7 7 0.412% 21.7% AWAANQEANR A 95.0% 65.8 40.9 10.5 0 1 0 0 2 1,130.5336 344 353 true
3513 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 7 7 7 7 0.412% 21.7% DALGSESVR R F 95.0% 48.4 41.1 6.24 0 1 0 0 2 933.4636 191 199 true
3513 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 7 7 7 7 0.412% 21.7% GEGLVVLPGD R H 95.0% 55.7 40.7 9.13 0 1 0 0 2 1,932.9917 317 336 true
3513 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 7 7 7 7 0.412% 21.7% GISLMSPEDL K E 95.0% 70.1 40.9 9.46 0 1 0 0 2 1,432.7103 282 295 true
3513 PREDICTED: hsp70-binding protein 1-like [Vitis vinifera] gi|225440422 43,303.5 100.0% 7 7 7 7 0.412% 21.7% GLLELAQDK R T 95.0% 57.7 40.5 8.90 0 1 0 0 2 986.5519 249 257 true
3513 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 3 3 3 3 0.176% 9.49% ELVAVATPGQ K A 95.0% 28.8 45.1 10.6 0 1 0 0 2 1,938.0293 402 419 true
3513 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 3 3 3 3 0.176% 9.49% EVEAIGGNVT R E 95.0% 73.2 40.8 10.1 0 1 0 0 2 1,460.7339 141 155 true gi|225442426
3513 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 3 3 3 3 0.176% 9.49% TYVPEMVELL K N 95.0% 35.4 45.1 9.60 0 1 0 0 2 1,763.9249 167 181 true
3513 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [V  gi|359490763,gi|359490765 39,485.7 88.7% 1 1 1 1 0.0588% 3.57% SALELDLLEIIA K A 95.0% 58.6 41.1 12 0 1 0 0 2 1,427.8358 37 49 true
3513 PREDICTED: rab GDP dissociation inhibitor alpha [Vitis vinifera] gi|225434259 49,793.1 99.8% 1 1 1 1 0.0588% 2.70% AVGVTSEGET K C 95.0% 55.1 40.8 10.3 0 1 0 0 2 1,176.5855 266 277 true
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% AVFVDLEPTV R T 95.0% 91.6 40.7 14.2 0 1 1 0 2 1,701.9059 65 79 false gi|225458970,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% EIVDLCLDR K I 95.0% 44.2 41.1 4.97 0 1 0 0 2 1,132.5669 113 121 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% FDGALNVDV R I 95.0% 88.0 40.8 12.4 0 1 0 0 2 2,395.1930 244 264 false gi|225458970,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% IHFMLSSYAP R A 95.0% 79.9 40.8 12.5 0 2 2 0 2 1,792.9302 265 280 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% LVSQVISSLTA R F 95.0% 108 41.0 11.9 0 1 1 0 2 1,473.8635 230 243 false gi|225458970,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% QLFHPEQLISG R E 95.0% 47.6 40.6 3.80 0 1 0 0 2 1,396.7585 85 96 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% SLDIERPTYTN R L 95.0% 33.6 40.8 9.59 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% TIGGGDDAFN K H 95.0% 74.0 43.6 8.80 0 1 0 0 2 1,991.8984 41 60 true
3513 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.7% 1 9 1 1 0.0588% 40.4% YMACCLMYR K G 95.0% 51.5 41.0 13.6 0 3 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% AGCYASHVIIQR S 95.0% 85.8 40.9 15.6 0 1 1 0 2 1,374.6947 309 320 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% ALPYMDYVFGK T 95.0% 103 40.8 17.0 0 2 3 0 2 1,875.8582 200 215 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% DKFGEEMK K K 95.0% 43.3 39.8 2.04 0 0 1 0 2 983.4504 81 88 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% EDETAPTGTC R S 95.0% 105 40.9 11.2 0 1 1 0 2 2,007.8749 102 120 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% GNPLLDISSVV M Y 95.0% 46.2 40.8 13.8 0 1 1 0 1 2,031.0395 2 19 true
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% HLPMYDEMA K Y 95.0% 42.3 41.0 12.1 0 4 2 0 2 1,321.5916 34 44 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% ITVITQGADPV R V 95.0% 93.0 41.0 15.4 0 3 2 0 2 1,811.9752 248 265 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% LAGVNVHYR K E 95.0% 59.8 40.6 12.5 0 1 0 0 2 1,028.5635 93 101 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% LNNAILAEDK K H 95.0% 63.0 40.5 8.74 0 1 0 0 2 1,100.5947 24 33 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% RITVITQGADP K V 95.0% 71.3 40.8 11.1 0 0 1 0 2 1,968.0763 247 265 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% RPENWALVE K A 95.0% 34.8 40.4 11.7 0 2 2 0 2 1,241.6637 139 148 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% SFPVILLPK K E 95.0% 48.6 40.1 8.23 0 1 0 0 2 1,013.6395 268 276 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% SLIANLSAANC R S 95.0% 54.9 40.9 12.1 0 1 1 0 2 1,424.7202 121 133 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% VCQWMLQIP R D 95.0% 73.8 40.7 11.2 0 0 3 0 2 2,316.0647 61 80 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% VFMMNLSAP K D 95.0% 63.5 41.0 11.8 0 4 4 0 2 1,980.9421 179 194 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% VHGWETDNV R I 95.0% 95.6 40.8 15.6 0 2 2 0 2 1,739.8600 220 234 true gi|225449018
4321 unnamed protein product [Vitis vinifera] gi|296086001 36,845.2 100.0% 17 17 28 50 2.94% 66.6% YNVEYIAGGA K V 95.0% 75.3 40.8 9.26 0 1 1 0 2 1,755.8660 45 60 true gi|225449018
4321 glutamine synthetase [Vitis vinifera] gi|14161136 gi|147768273 gi|359473032 g 38,938.9 90.5% 1 1 1 1 0.0588% 3.93% TLSGPVTGPA R W 95.0% 67 44.7 8.62 0 1 0 0 2 1,365.7739 39 52 true
4321 PREDICTED: aspartate carbamoyltransferase 2  chloroplastic-like  gi|297737481,gi|359494069 29,966.9 100.0% 1 1 1 1 0.0588% 4.91% LDEITVDVDEDR A 95.0% 55.6 41.5 10.1 0 1 0 0 2 1,546.7234 228 240 true
4321 PREDICTED: glutelin type-A 1 [Vitis vinifera] gi|225435090 38,313.2 100.0% 7 7 7 8 0.470% 31.2% AGSLFIVPR K F 95.0% 49.1 40.8 1.72 0 1 0 0 2 959.5673 275 283 true
4321 PREDICTED: glutelin type-A 1 [Vitis vinifera] gi|225435090 38,313.2 100.0% 7 7 7 8 0.470% 31.2% AWDLEEDVV R S 95.0% 46.0 40.9 9.20 0 1 0 0 2 1,203.5893 148 157 true
4321 PREDICTED: glutelin type-A 1 [Vitis vinifera] gi|225435090 38,313.2 100.0% 7 7 7 8 0.470% 31.2% IGDPEGMDW K T 95.0% 50.6 40.3 11.4 0 0 1 0 2 2,901.4245 290 315 true
4321 PREDICTED: glutelin type-A 1 [Vitis vinifera] gi|225435090 38,313.2 100.0% 7 7 7 8 0.470% 31.2% IILHQHGFALP K V 95.0% 38.5 40.8 11.3 0 0 1 0 2 2,000.0237 42 59 true
4321 PREDICTED: glutelin type-A 1 [Vitis vinifera] gi|225435090 38,313.2 100.0% 7 7 7 8 0.470% 31.2% LEGTFEMPEP K K 95.0% 67.6 41.0 5.39 0 1 0 0 2 1,277.6084 171 181 true
4321 PREDICTED: glutelin type-A 1 [Vitis vinifera] gi|225435090 38,313.2 100.0% 7 7 7 8 0.470% 31.2% VLEASFSVGS K L 95.0% 87.8 40.9 7.95 0 2 0 0 2 1,514.7044 326 339 true
4321 PREDICTED: glutelin type-A 1 [Vitis vinifera] gi|225435090 38,313.2 100.0% 7 7 7 8 0.470% 31.2% VVVLNTQNLP R L 95.0% 53.7 40.9 9.97 0 1 0 0 2 2,375.3659 207 229 true
4321 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [V  gi|359490763,gi|359490765 39,485.7 100.0% 4 4 6 6 0.353% 20.1% GINFDLPHVIDK G 95.0% 27.0 41.8 12.7 0 0 1 0 2 3,385.6413 226 257 true
4321 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [V  gi|359490763,gi|359490765 39,485.7 100.0% 4 4 6 6 0.353% 20.1% LLATYAVVK R C 95.0% 46.2 41.0 6.27 0 1 0 0 2 977.6030 82 90 true
4321 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [V  gi|359490763,gi|359490765 39,485.7 100.0% 4 4 6 6 0.353% 20.1% SALELDLLEIIA K A 95.0% 106 41.1 17.6 0 1 1 0 2 1,427.8358 37 49 true
4321 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [V  gi|359490763,gi|359490765 39,485.7 100.0% 4 4 6 6 0.353% 20.1% VIVAECILPVA K G 95.0% 42.7 40.8 14.0 0 1 1 0 2 1,997.0990 292 310 true
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% AGCYASHVIIQR S 95.0% 85.8 40.9 15.6 0 1 1 0 2 1,374.6947 318 329 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% ALPYMDYVFGK T 95.0% 103 40.8 17.0 0 2 3 0 2 1,875.8582 209 224 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% AYEGILLGMG M Y 95.0% 61.2 40.1 13.8 0 0 1 0 1 3,008.5177 2 28 true
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% DKFGEEMK K K 95.0% 43.3 39.8 2.04 0 0 1 0 2 983.4504 90 97 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% EDETAPTGTC R S 95.0% 105 40.9 11.2 0 1 1 0 2 2,007.8749 111 129 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% HLPMYDEMA K Y 95.0% 42.3 41.0 12.1 0 4 2 0 2 1,321.5916 43 53 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% ITVITQGADPV R V 95.0% 93.0 41.0 15.4 0 3 2 0 2 1,811.9752 257 274 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% LAGVNVHYR K E 95.0% 59.8 40.6 12.5 0 1 0 0 2 1,028.5635 102 110 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% LNNAILAEDK K H 95.0% 63.0 40.5 8.74 0 1 0 0 2 1,100.5947 33 42 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% RITVITQGADP K V 95.0% 71.3 40.8 11.1 0 0 1 0 2 1,968.0763 256 274 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% RPENWALVE K A 95.0% 34.8 40.4 11.7 0 2 2 0 2 1,241.6637 148 157 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% SFPVILLPK K E 95.0% 48.6 40.1 8.23 0 1 0 0 2 1,013.6395 277 285 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% SLIANLSAANC R S 95.0% 54.9 40.9 12.1 0 1 1 0 2 1,424.7202 130 142 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% VCQWMLQIP R D 95.0% 73.8 40.7 11.2 0 0 3 0 2 2,316.0647 70 89 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% VFMMNLSAP K D 95.0% 63.5 41.0 11.8 0 4 4 0 2 1,980.9421 188 203 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% VHGWETDNV K I 95.0% 95.6 40.8 15.6 0 2 2 0 2 1,739.8600 229 243 false gi|296086001
4321 PREDICTED: adenosine kinase 2 [Vitis vinifera] gi|225449018 37,721.5 90.5% 1 17 1 1 0.0588% 67.4% YNVEYIAGGA K V 95.0% 75.3 40.8 9.26 0 1 1 0 2 1,755.8660 54 69 false gi|296086001
4321 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 7 7 7 7 0.411% 30.5% AFGAELVLTD R G 95.0% 82.7 45.4 12.8 0 1 0 0 2 1,331.7207 114 126 true
4321 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 7 7 7 7 0.411% 30.5% EGLLVGISSGGK L 95.0% 109 41.0 13.5 0 1 0 0 2 1,584.8957 265 282 true
4321 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 7 7 7 7 0.411% 30.5% IGYSMITDAE R G 95.0% 55.3 40.9 8.73 0 1 0 0 2 1,356.6353 52 63 true
4321 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 7 7 7 7 0.411% 30.5% LIVVVFPSFGE K Y 95.0% 46.2 40.7 9.46 0 1 0 0 2 1,362.7780 293 304 true
4321 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 7 7 7 7 0.411% 30.5% TPLVYLNNVV K I 95.0% 44.8 41.0 6.38 0 1 0 0 2 1,789.9266 19 34 true
4321 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 7 7 7 7 0.411% 30.5% TPNSYILQQFE K I 95.0% 33.4 40.9 13.1 0 0 1 0 2 1,960.9764 142 158 true
4321 PREDICTED: cysteine synthase isoform 2 [Vitis vinifera] gi|225451235 34,353.0 100.0% 7 7 7 7 0.411% 30.5% YLSSVLFDSVK R R 95.0% 54.3 40.8 4.72 0 1 0 0 2 1,257.6725 305 315 true
4321 PREDICTED: U2 small nuclear ribonucleoprotein A' [Vitis vinifera] gi|225425356 32,634.5 100.0% 4 4 4 5 0.294% 17.8% LQFLSLLDNN K K 95.0% 77.3 42.2 9.64 0 2 0 0 2 1,518.8528 115 127 true
4321 PREDICTED: U2 small nuclear ribonucleoprotein A' [Vitis vinifera] gi|225425356 32,634.5 100.0% 4 4 4 5 0.294% 17.8% LVNLAEIDPLS R L 95.0% 59.2 40.7 9.46 0 1 0 0 2 1,642.9052 100 114 true
4321 PREDICTED: U2 small nuclear ribonucleoprotein A' [Vitis vinifera] gi|225425356 32,634.5 100.0% 4 4 4 5 0.294% 17.8% MVSSNPNTS K D 95.0% 45.0 41.6 1.63 0 1 0 0 2 1,092.5101 258 267 true
4321 PREDICTED: U2 small nuclear ribonucleoprotein A' [Vitis vinifera] gi|225425356 32,634.5 100.0% 4 4 4 5 0.294% 17.8% VVGPSPEELIA K A 95.0% 39.9 41.0 12.5 0 1 0 0 2 1,351.7833 199 211 true
4321 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 35,486.4 100.0% 2 2 2 2 0.118% 6.33% LNVQVSDVK R N 95.0% 46.0 45.8 5.16 0 1 0 0 2 1,001.5626 172 180 true
4321 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 35,486.4 100.0% 2 2 2 2 0.118% 6.33% MELVDAAFP K G 95.0% 41.3 40.8 5.34 0 1 0 0 2 1,362.7340 56 67 true
3515 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 5 5 6 6 0.353% 11.8% FGAMVLFPE R Y 95.0% 38.8 40.9 10.4 0 0 1 0 2 1,319.6566 125 135 true
3515 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 5 5 6 6 0.353% 11.8% MDSCPEGTSVK I 95.0% 61.3 40.8 5.97 0 1 0 0 2 1,496.6357 324 336 true
3515 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 5 5 6 6 0.353% 11.8% SSTAEDPDW R A 95.0% 99.8 41.0 14.2 0 1 1 0 2 1,632.7501 473 486 true
3515 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 5 5 6 6 0.353% 11.8% SWDVLISEGQ K N 95.0% 61.9 41.0 7.85 0 1 0 0 2 1,261.6424 253 263 true
3515 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 5 5 6 6 0.353% 11.8% YYGESMPYGS R D 95.0% 51.9 40.8 9.98 0 1 0 0 2 1,325.5467 136 146 true
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% AFVHWYVGE R E 95.0% 36.9 40.8 12.9 0 0 4 0 2 2,330.0182 403 422 false gi|225458970,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% AIFVDLEPTVI R T 95.0% 88.4 40.9 12.6 0 2 1 0 2 1,715.9216 65 79 true
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% AVCMISNNTAR I 95.0% 100 40.7 13.3 0 3 1 0 2 1,868.8992 374 390 true
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% CGINYQPPTV K V 95.0% 61.0 40.9 9.50 0 1 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% DVNAAVATIK K T 95.0% 55.5 40.8 10.6 0 1 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% DYEEVGAEGV K - 95.0% 35.0 41.6 11.6 0 1 0 0 2 2,148.7890 431 449 true
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% EDLAALEK R D 95.0% 61.8 41.1 1.71 0 1 0 0 2 888.4674 423 430 false gi|225458970,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% FDGAINVDIT R I 95.0% 52.5 40.7 9.79 0 0 1 0 2 2,409.2087 244 264 true
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% IHFMLSSYAP R A 95.0% 77.6 40.8 14.2 0 3 2 0 2 1,792.9302 265 280 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% LISQIISSLTTSL R F 95.0% 88.9 40.9 12.6 0 1 0 0 2 1,531.9055 230 243 true
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% SLDIERPTYTN R L 95.0% 33.9 40.8 8.69 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% TVQFVDWCP R C 95.0% 53.1 41.0 12.9 0 1 0 0 2 1,584.7517 340 352 true
3515 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 6 13 8 11 0.647% 43.2% YMACCLMYR K G 95.0% 52.1 41.0 13.4 0 3 0 0 2 1,267.5091 312 320 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225442426 54,752.4 100.0% 1 2 1 1 0.0588% 4.94% EVEAIGGNVT R E 95.0% 103 40.8 13.0 0 1 0 0 2 1,460.7339 141 155 false gi|225445041
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225442426 54,752.4 100.0% 1 2 1 1 0.0588% 4.94% SAVLMNLESR K M 95.0% 53.3 46.1 7.34 0 1 0 0 2 1,119.5826 426 435 true
3515 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.2% 1 8 2 3 0.176% 41.3% AVFVDLEPTV R T 95.0% 109 40.7 13.7 0 1 1 0 2 1,701.9059 65 79 false gi|225458970,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.2% 1 8 2 3 0.176% 41.3% AYHEQLSVAE K C 95.0% 40.3 40.5 10.2 0 0 2 0 2 2,657.2222 281 304 false gi|225458970,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.2% 1 8 2 3 0.176% 41.3% FDGALNVDV R I 95.0% 88.0 40.8 14.4 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.2% 1 8 2 3 0.176% 41.3% IHFMLSSYAP R A 95.0% 77.6 40.8 14.2 0 3 2 0 2 1,792.9302 265 280 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.2% 1 8 2 3 0.176% 41.3% LVSQVISSLTA R F 95.0% 88.7 41.0 13.3 0 2 1 0 2 1,473.8635 230 243 false gi|225458970,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.2% 1 8 2 3 0.176% 41.3% SLDIERPTYTN R L 95.0% 33.9 40.8 8.69 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.2% 1 8 2 3 0.176% 41.3% TIGGGDDAFN K H 95.0% 44.7 40.9 8.72 0 2 1 0 2 1,991.8984 41 60 true
3515 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 88.2% 1 8 2 3 0.176% 41.3% YMACCLMYR K G 95.0% 52.1 41.0 13.4 0 3 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% AFVHWYVGE R E 95.0% 36.9 40.8 12.9 0 0 4 0 2 2,330.0182 403 422 true gi|225458970,gi|225435758,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% AVCMISNSTS R I 95.0% 119 40.8 14.7 0 2 1 0 2 1,857.8832 374 390 true gi|225458970,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% AVFVDLEPTV R T 95.0% 109 40.7 13.7 0 1 1 0 2 1,701.9059 65 79 true gi|225458970,gi|359496623
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% AYHEQLSVAE K C 95.0% 40.3 40.5 10.2 0 0 2 0 2 2,657.2222 281 304 true gi|225458970,gi|359496623,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% CGINYQPPTV K V 95.0% 61.0 40.9 9.50 0 1 1 0 2 1,885.9480 353 370 true gi|225458970,gi|225435758,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% DVNAAVATIK K T 95.0% 55.5 40.8 10.6 0 1 0 0 2 1,001.5626 327 336 true gi|225458970,gi|225435758,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% EDLAALEK R D 95.0% 61.8 41.1 1.71 0 1 0 0 2 888.4674 423 430 true gi|225458970,gi|225435758,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% FDGALNVDV R I 95.0% 88.0 40.8 14.4 0 1 1 0 2 2,395.1930 244 264 true gi|225458970,gi|359496623,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% IHFMLSSYAP R A 95.0% 77.6 40.8 14.2 0 3 2 0 2 1,792.9302 265 280 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% LVSQVISSLTA R F 95.0% 88.7 41.0 13.3 0 2 1 0 2 1,473.8635 230 243 true gi|225458970,gi|359496623,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% SLDIERPTYTN R L 95.0% 33.9 40.8 8.69 0 0 1 0 2 1,691.8712 216 229 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% TIQFVDWCPT R C 95.0% 67.2 41.0 14.3 0 1 1 0 2 1,598.7674 340 352 true gi|225458970,gi|225452767
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% TPGGGDDAF K H 95.0% 101 41.0 10.9 0 1 1 0 2 1,975.8671 41 60 true
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 14 14 22 33 1.94% 48.7% YMACCLMYR K G 95.0% 52.1 41.0 13.4 0 3 0 0 2 1,267.5091 312 320 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3515 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 2 2 2 2 0.118% 4.33% FDNLYGCR K H 95.0% 46.8 40.7 6.05 0 1 0 0 2 1,044.4568 238 245 true
3515 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 2 2 2 2 0.118% 4.33% LVGVSEETTTGR R 95.0% 77.8 40.9 10.7 0 1 0 0 2 1,319.7054 199 211 true
3515 PREDICTED: rab GDP dissociation inhibitor alpha [Vitis vinifera] gi|225434259 49,793.1 100.0% 2 2 2 2 0.118% 5.41% AVDGSYVFN K G 95.0% 58.6 45.3 6.41 0 1 0 0 2 1,099.5418 103 112 true
3515 PREDICTED: rab GDP dissociation inhibitor alpha [Vitis vinifera] gi|225434259 49,793.1 100.0% 2 2 2 2 0.118% 5.41% DDCYLNEPAI R R 95.0% 45.6 41.0 10.9 0 1 0 0 2 1,652.7475 193 206 true
3515 PREDICTED: ATP synthase subunit beta  mitochondrial-like [Vitis gi|147838606 gi|225424142 gi|225456079 59,910.5 100.0% 7 7 8 8 0.471% 18.2% DAEGQDVLLF R F 95.0% 31.7 45.3 11.0 0 1 1 0 2 1,864.9442 326 341 true
3515 PREDICTED: ATP synthase subunit beta  mitochondrial-like [Vitis gi|147838606 gi|225424142 gi|225456079 59,910.5 100.0% 7 7 8 8 0.471% 18.2% FDEGLPPILTA R L 95.0% 60.6 40.7 44.9 0 1 0 0 2 2,212.1863 101 120 true
3515 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis gi|147838606,gi|225424142,gi|225456079 59,910.5 100.0% 7 7 8 8 0.471% 18.2% IINVIGEPIDER R G 95.0% 45.3 44.9 10.9 0 1 0 0 2 1,367.7531 170 181 true
3515 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis gi|147838606 gi|225424142 gi|225456079 59,910.5 100.0% 7 7 8 8 0.471% 18.2% LVLEVAQHLG R T 95.0% 25.3 40.9 10.1 0 0 1 0 2 1,707.9211 121 135 true
3515 PREDICTED: ATP synthase subunit beta  mitochondrial-like [Vitis gi|147838606 gi|225424142 gi|225456079 59,910.5 100.0% 7 7 8 8 0.471% 18.2% TIAMDGTEGL R G 95.0% 64.2 41.0 10.4 0 1 0 0 2 1,262.6411 136 147 true
3515 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis gi|147838606,gi|225424142,gi|225456079 59,910.5 100.0% 7 7 8 8 0.471% 18.2% TVLIMELINNV K A 95.0% 74.7 40.7 11.9 0 1 0 0 2 1,457.8397 239 251 true
3515 PREDICTED: ATP synthase subunit beta  mitochondrial-like [Vitis gi|147838606,gi|225424142,gi|225456079 59,910.5 100.0% 7 7 8 8 0.471% 18.2% VLNTGSPITV R A 95.0% 54.1 40.7 4.79 0 1 0 0 2 1,409.8112 151 164 true
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% AFVHWYVGE R E 95.0% 36.9 40.8 12.9 0 0 4 0 2 2,330.0182 403 422 false gi|225458970,gi|225435758,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% AVCMISNSTS R I 95.0% 119 40.8 14.7 0 2 1 0 2 1,857.8832 374 390 false gi|225458970,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% AVFLDLEPTV R T 95.0% 65.4 40.9 11.6 0 1 1 0 2 1,715.9216 65 79 true
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% AYHEQLSVAE K C 95.0% 40.3 40.5 10.2 0 0 2 0 2 2,657.2222 281 304 false gi|225458970,gi|359496623,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% CGINYQPPTV K V 95.0% 61.0 40.9 9.50 0 1 1 0 2 1,885.9480 353 370 false gi|225458970,gi|225435758,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% DVNAAVATIK K T 95.0% 55.5 40.8 10.6 0 1 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225435758,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% EDLAALEK R D 95.0% 61.8 41.1 1.71 0 1 0 0 2 888.4674 423 430 false gi|225458970,gi|225435758,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% FDGALNVDV R I 95.0% 88.0 40.8 14.4 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|359496623,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% IHFMLSSYAP R A 95.0% 77.6 40.8 14.2 0 3 2 0 2 1,792.9302 265 280 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% LVSQVISSLTA R F 95.0% 88.7 41.0 13.3 0 2 1 0 2 1,473.8635 230 243 false gi|225458970,gi|359496623,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% SLDIERPTYTN R L 95.0% 33.9 40.8 8.69 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% TIQFVDWCPT R C 95.0% 67.2 41.0 14.3 0 1 1 0 2 1,598.7674 340 352 false gi|225458970,gi|225429189
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% TVGGGDDAF K H 95.0% 28.6 40.8 10.9 0 1 1 0 2 1,977.8827 41 60 false gi|225458970
3515 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 99.8% 1 14 2 2 0.118% 48.7% YMACCLMYR K G 95.0% 52.1 41.0 13.4 0 3 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
3515 PREDICTED: FAM10 family protein At4g22670-like [Vitis vinifera] gi|147834848 gi|166407425 gi|359496418 41,026.4 88.2% 1 1 1 1 0.0588% 3.74% DANAALEINP R G 95.0% 73.9 40.6 10.3 0 1 0 0 2 1,428.6966 174 187 true
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 8 8 9 12 0.706% 26.5% ELVAVATPGQ K A 95.0% 61.2 41.0 12.1 0 0 1 0 2 1,938.0293 402 419 true
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 8 8 9 12 0.706% 26.5% EVEAIGGNVT R E 95.0% 103 40.8 13.0 0 1 0 0 2 1,460.7339 141 155 true gi|225442426
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 8 8 9 12 0.706% 26.5% LLSSPLTMAS K F 95.0% 32.5 40.3 11.1 0 0 2 0 2 2,804.4063 477 502 true
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 8 8 9 12 0.706% 26.5% MVASEDIGR R Q 95.0% 56.5 40.8 4.66 0 1 0 0 2 993.4671 436 444 true
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 8 8 9 12 0.706% 26.5% NPAFLDWEV R V 95.0% 73.4 40.8 11.8 0 1 0 0 2 1,804.8753 182 196 true
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 8 8 9 12 0.706% 26.5% TAVLMNLESR K M 95.0% 54.7 40.6 11.9 0 2 0 0 2 1,149.5933 426 435 true
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 8 8 9 12 0.706% 26.5% TLPPLDFPLPN K V 95.0% 39.4 40.3 10.8 0 0 1 0 2 2,800.5176 51 76 true
3515 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 8 8 9 12 0.706% 26.5% TYVPEMVELL K N 95.0% 69.9 41.0 15.3 0 2 1 0 2 1,763.9249 167 181 true
3515 unnamed protein product [Vitis vinifera] gi|297742929 53,066.6 100.0% 1 1 1 1 0.0588% 2.70% VGDESYESYF K D 95.0% 73.6 44.9 8.66 0 1 0 0 2 1,583.6570 352 364 true
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% AFVHWYVGE R E 95.0% 36.9 40.8 12.9 0 0 4 0 2 2,330.0182 403 422 false gi|225435758,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% AVCMISNSTS R I 95.0% 119 40.8 14.7 0 2 1 0 2 1,857.8832 374 390 false gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% AVFVDLEPTV R T 95.0% 109 40.7 13.7 0 1 1 0 2 1,701.9059 65 79 false gi|359496623,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% AYHEQLSVAE K C 95.0% 40.3 40.5 10.2 0 0 2 0 2 2,657.2222 281 304 false gi|359496623,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% CGINYQPPTV K V 95.0% 61.0 40.9 9.50 0 1 1 0 2 1,885.9480 353 370 false gi|225435758,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% DVNAAVATIK K T 95.0% 55.5 40.8 10.6 0 1 0 0 2 1,001.5626 327 336 false gi|225435758,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% EDLAALEK R D 95.0% 61.8 41.1 1.71 0 1 0 0 2 888.4674 423 430 false gi|225435758,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% FDGALNVDV R I 95.0% 88.0 40.8 14.4 0 1 1 0 2 2,395.1930 244 264 false gi|359496623,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% IHFMLSSYAP R A 95.0% 77.6 40.8 14.2 0 3 2 0 2 1,792.9302 265 280 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% LVSQVISSLTA R F 95.0% 88.7 41.0 13.3 0 2 1 0 2 1,473.8635 230 243 false gi|359496623,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% SLDIERPTYTN R L 95.0% 33.9 40.8 8.69 0 0 1 0 2 1,691.8712 216 229 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% TIQFVDWCPT R C 95.0% 67.2 41.0 14.3 0 1 1 0 2 1,598.7674 340 352 false gi|225452767,gi|225429189
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% TVGGGDDAF K H 95.0% 28.6 40.8 10.9 0 1 1 0 2 1,977.8827 41 60 true gi|225452767
3515 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 14 2 2 0.118% 48.6% YMACCLMYR K G 95.0% 52.1 41.0 13.4 0 3 0 0 2 1,267.5091 312 320 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% ACFNREDDIG K A 95.0% 30.3 40.8 9.20 0 1 1 0 2 1,802.8380 186 200 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% AIEAEGIPYTF R D 95.0% 62.5 39.2 11.9 0 0 1 0 2 3,751.9195 139 173 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% DKVIILGDGN R A 95.0% 84.8 40.9 12.0 0 1 0 0 2 1,268.7212 174 185 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% EDDIGTYTIK R A 95.0% 43.8 40.3 5.49 0 1 0 0 2 1,154.5578 191 200 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% ESTIADPVK R G 95.0% 48.1 40.8 2.25 2 1 0 0 2 959.5045 37 45 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% FLPSEFGNDV R V 95.0% 37.0 40.9 11.3 0 2 1 0 2 1,395.6540 108 119 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% FVVQASAK K S 95.0% 59.1 40.9 5.75 0 2 0 0 2 849.4828 19 26 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% IIAAIK K E 95.0% 41.2 38.6 5.22 0 2 0 0 2 628.4393 95 100 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% ILHIKPPNSTL K I 95.0% 62.9 40.7 14.8 0 0 1 0 2 2,652.4397 211 233 true
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% ILIIGGTGYIGK K F 95.0% 78.1 41.2 44.9 0 7 0 0 2 1,204.7303 7 18 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% LIQEFK K N 95.0% 42.1 41.4 4.27 0 1 0 0 2 777.4506 48 53 true
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% NSGVTLLHGD K A 95.0% 66.4 40.9 14.5 0 1 2 0 2 2,083.0457 54 72 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% QVDVVISTVG K I 95.0% 112 40.7 14.1 0 12 12 0 2 2,093.0950 76 94 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% RFLPSEFGND K V 95.0% 40.3 40.7 11.4 0 1 1 0 2 1,551.7551 107 119 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% SGHPTFALVR K E 95.0% 49.7 40.2 9.65 0 3 0 0 2 1,084.5898 27 36 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% VIILGDGNPK K A 95.0% 68.0 40.1 9.38 0 2 0 0 2 1,025.5992 176 185 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% VNAVEPAK R S 95.0% 47.4 39.7 0.465 0 1 0 0 2 827.4621 120 127 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% VYVPEEQVLK K D 95.0% 42.4 40.9 10.4 0 1 0 0 2 1,203.6620 241 250 true gi|225458243
5208 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 19 19 25 62 3.64% 70.5% YCTVDEYLSA K - 95.0% 52.8 40.6 12.0 0 2 0 0 2 1,466.6508 297 308 true gi|225458243
5208 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|147843260,gi|225449110 34,272.2 100.0% 3 3 3 3 0.176% 16.2% GTVEIITPVEL K K 95.0% 46.0 40.8 6.14 0 1 0 0 2 1,439.8470 153 165 true
5208 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|147843260,gi|225449110 34,272.2 100.0% 3 3 3 3 0.176% 16.2% LCQLLDEYTQ K K 95.0% 31.8 40.0 9.22 0 0 1 0 2 3,173.6263 18 45 true
5208 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|147843260,gi|225449110 34,272.2 100.0% 3 3 3 3 0.176% 16.2% VGSSEAALLA K L 95.0% 48.5 40.7 1.94 0 1 0 0 2 1,045.5888 170 180 true gi|225448367,gi|147776317
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% ACFNREDDIG K A 95.0% 30.3 40.8 9.20 0 1 1 0 2 1,802.8380 186 200 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% AIEAEGIPYTF R D 95.0% 62.5 39.2 11.9 0 0 1 0 2 3,751.9195 139 173 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% DKVIILGDGN R A 95.0% 84.8 40.9 12.0 0 1 0 0 2 1,268.7212 174 185 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% EDDIGTYTIK R A 95.0% 43.8 40.3 5.49 0 1 0 0 2 1,154.5578 191 200 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% ESTIADPVK R G 95.0% 48.1 40.8 2.25 2 1 0 0 2 959.5045 37 45 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% FLPSEFGNDV R V 95.0% 37.0 40.9 11.3 0 2 1 0 2 1,395.6540 108 119 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% FVVQASAK K S 95.0% 59.1 40.9 5.75 0 2 0 0 2 849.4828 19 26 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% IIAAIK K E 95.0% 41.2 38.6 5.22 0 2 0 0 2 628.4393 95 100 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% ILIIGGTGYIGK K F 95.0% 78.1 41.2 44.9 0 7 0 0 2 1,204.7303 7 18 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% ILYIKPPNSTLS K I 95.0% 40.4 40.7 11.7 0 0 1 0 2 2,678.4441 211 233 true
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% LIQEFK K N 95.0% 42.1 41.4 4.27 0 1 0 0 2 777.4506 48 53 true
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% NSGVTLLHGD K A 95.0% 66.4 40.9 14.5 0 1 2 0 2 2,083.0457 54 72 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% QVDVVISTVG K I 95.0% 112 40.7 14.1 0 12 12 0 2 2,093.0950 76 94 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% RFLPSEFGND K V 95.0% 40.3 40.7 11.4 0 1 1 0 2 1,551.7551 107 119 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% SGHPTFALVR K E 95.0% 49.7 40.2 9.65 0 3 0 0 2 1,084.5898 27 36 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% VIILGDGNPK K A 95.0% 68.0 40.1 9.38 0 2 0 0 2 1,025.5992 176 185 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% VNAVEPAK R S 95.0% 47.4 39.7 0.465 0 1 0 0 2 827.4621 120 127 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% VYVPEEQVLK K D 95.0% 42.4 40.9 10.4 0 1 0 0 2 1,203.6620 241 250 false gi|76559892
5208 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 99.8% 2 19 2 2 0.118% 70.5% YCTVDEYLSA K - 95.0% 52.8 40.6 12.0 0 2 0 0 2 1,466.6508 297 308 false gi|76559892
5208 PREDICTED: lactoylglutathione lyase [Vitis vinifera] gi|359483362 33,111.8 100.0% 5 5 5 5 0.294% 22.3% AEAAPVVPSD M K 95.0% 48.3 41.9 9.37 0 1 0 0 1 1,892.9642 2 18 true
5208 PREDICTED: lactoylglutathione lyase [Vitis vinifera] gi|359483362 33,111.8 100.0% 5 5 5 5 0.294% 22.3% GNAYAQVAIS K S 95.0% 79.0 41.0 9.50 0 1 0 0 2 1,714.8283 220 235 true
5208 PREDICTED: lactoylglutathione lyase [Vitis vinifera] gi|359483362 33,111.8 100.0% 5 5 5 5 0.294% 22.3% ITSFLDPDGW K T 95.0% 64.9 41.0 10.7 0 1 0 0 2 1,278.6367 265 275 true
5208 PREDICTED: lactoylglutathione lyase [Vitis vinifera] gi|359483362 33,111.8 100.0% 5 5 5 5 0.294% 22.3% SAEVVNLVTK K E 95.0% 79.8 40.7 10.5 0 1 0 0 2 1,059.6044 236 245 true
5208 PREDICTED: lactoylglutathione lyase [Vitis vinifera] gi|359483362 33,111.8 100.0% 5 5 5 5 0.294% 22.3% TVLVDNEDFL K E 95.0% 35.7 41.0 10.8 0 1 0 0 2 1,292.6734 276 286 true
5208 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|147776317,gi|225448367 32,440.1 93.1% 1 2 1 1 0.0588% 10.6% FAVATAPVTA K E 95.0% 58.1 45.0 9.93 0 1 0 0 2 1,873.9654 261 281 true
5208 PREDICTED: 60S acidic ribosomal protein P0 [Vitis vinifera] gi|147776317,gi|225448367 32,440.1 93.1% 1 2 1 1 0.0588% 10.6% VGSSEAALLA K L 95.0% 48.5 40.7 1.94 0 1 0 0 2 1,045.5888 153 163 false gi|225449110,gi|147843260
3514 PREDICTED: lysosomal Pro-X carboxypeptidase [Vitis vinifera] gi|359497044 58,061.3 100.0% 1 1 1 1 0.0588% 2.75% SSTAEDPDW R A 95.0% 63.4 41 12.6 0 1 0 0 2 1,632.7501 473 486 true
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% AFVHWYVGE R E 95.0% 39.2 40.8 12.4 0 0 2 0 2 2,330.0182 403 422 false gi|225458970,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% AIFVDLEPTVI R T 95.0% 82.2 40.9 13.3 0 2 1 0 2 1,715.9216 65 79 true
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% CGINYQPPTV K V 95.0% 68.7 40.9 10.4 0 1 0 0 2 1,885.9480 353 370 false gi|225458970,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% DVNAAVATIK K T 95.0% 54.6 40.8 9.68 0 1 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% EDLAALEK R D 95.0% 65.2 41.1 2.28 0 1 0 0 2 888.4674 423 430 false gi|225458970,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% IHFMLSSYAP R A 95.0% 71.6 40.8 14.7 0 2 2 0 2 1,792.9302 265 280 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% LISQIISSLTTSL R F 95.0% 103 40.9 13.4 0 1 0 0 2 1,531.9055 230 243 true
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% SLDIERPTYTN R L 95.0% 33.1 40.8 9.01 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% TVQFVDWCP R C 95.0% 55.0 41.4 10.1 0 1 0 0 2 1,584.7517 340 352 true
3514 PREDICTED: tubulin alpha-1 chain [Vitis vinifera] gi|225435758 49,651.1 100.0% 3 10 4 5 0.294% 30.5% YMACCLMYR K G 95.0% 58.7 41.0 15.2 0 3 0 0 2 1,267.5091 312 320 false gi|225458970,gi|359496623,gi|225452767,gi|225429189
3514 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 98.8% 1 1 1 1 0.0588% 6.17% QVDVVISTVG K I 95.0% 50.4 41 10.4 0 0 1 0 2 2,077.1000 76 94 true gi|225458243
3514 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 3 3 4 4 0.235% 9.46% EVDEQMINV K N 95.0% 52.0 41.3 7.31 0 1 0 0 2 1,462.6844 325 336 true
3514 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 3 3 4 4 0.235% 9.46% GHYTEGAELI K K 95.0% 36.1 41.0 9.12 0 1 1 0 2 1,972.9976 104 121 true
3514 PREDICTED: tubulin beta-1 chain [Vitis vinifera] gi|225426414 50,036.4 100.0% 3 3 4 4 0.235% 9.46% VNVYYNEASG R Y 95.0% 80.4 40.8 11.9 0 1 0 0 2 1,328.6228 47 58 true
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% AFVHWYVGE R E 95.0% 39.2 40.8 12.4 0 0 2 0 2 2,330.0182 403 422 true gi|225458970,gi|225435758,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% AVCMISNSTS R I 95.0% 85.0 40.8 13.0 0 2 2 0 2 1,857.8832 374 390 true gi|225458970,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% AVFVDLEPTV R T 95.0% 85.7 40.7 14.7 0 2 1 0 2 1,701.9059 65 79 true gi|225458970,gi|359496623
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% AYHEQLSVAE K C 95.0% 44.6 40.5 8.96 0 0 1 0 2 2,641.2272 281 304 true gi|225458970,gi|359496623,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% AYHEQLSVAE K Y 95.0% 49.4 43.9 5.94 0 0 1 0 2 3,491.6142 281 311 true gi|225458970,gi|359496623,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% CGINYQPPTV K V 95.0% 68.7 40.9 10.4 0 1 0 0 2 1,885.9480 353 370 true gi|225458970,gi|225435758,gi|225452767
Supplemental Table 3. List of peptides and the corresponding proteins identified by mass spectrometry using nano-LC-MS/MS in each spot in the asymptomatic trunk wood of control and diseased plants and in the brown striped one of diseased plants cultivar Gewurztraminer
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% DVNAAVATIK K T 95.0% 54.6 40.8 9.68 0 1 0 0 2 1,001.5626 327 336 true gi|225458970,gi|225435758,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% DYEEVGAESA K - 95.0% 39.0 39.0 9.60 0 1 0 0 2 2,193.7741 431 450 true
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% EDLAALEK R D 95.0% 65.2 41.1 2.28 0 1 0 0 2 888.4674 423 430 true gi|225458970,gi|225435758,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% FDGALNVDV R I 95.0% 57.5 41.5 10.4 0 1 1 0 2 2,395.1930 244 264 true gi|225458970,gi|359496623,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% IHFMLSSYAP R A 95.0% 71.6 40.8 14.7 0 2 2 0 2 1,792.9302 265 280 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% LVSQVISSLTA R F 95.0% 102 41.0 13.0 0 3 1 0 2 1,473.8635 230 243 true gi|225458970,gi|359496623,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% SLDIERPTYTN R L 95.0% 33.1 40.8 9.01 0 0 1 0 2 1,691.8712 216 229 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% TIQFVDWCPT R C 95.0% 69.5 41.0 13.9 0 1 1 0 2 1,598.7674 340 352 true gi|225458970,gi|225452767
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% TPGGGDDAF K H 95.0% 106 41.0 11.4 0 1 1 0 2 1,975.8671 41 60 true
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225429189 49,536.8 100.0% 16 16 23 33 1.94% 54.7% YMACCLMYR K G 95.0% 58.7 41.0 15.2 0 3 0 0 2 1,267.5091 312 320 true gi|225458970,gi|225435758,gi|359496623,gi|225452767
3514 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 5 5 5 5 0.294% 10.5% DMSQADFGR K L 95.0% 49.8 41.3 6.68 0 1 0 0 2 1,042.4260 18 26 true
3514 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 5 5 5 5 0.294% 10.5% DSAAVFAWK R G 95.0% 35.7 40.3 8.97 0 1 0 0 2 994.4992 102 110 true
3514 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 5 5 5 5 0.294% 10.5% FDNLYGCR K H 95.0% 48.5 40.8 4.38 0 1 0 0 2 1,044.4568 238 245 true
3514 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 5 5 5 5 0.294% 10.5% LVGVSEETTTGR R 95.0% 53.0 40.9 6.67 0 1 0 0 2 1,319.7054 199 211 true
3514 PREDICTED: adenosylhomocysteinase isoform 1 [Vitis vinifera] gi|225433506 53,164.0 100.0% 5 5 5 5 0.294% 10.5% VAVVCGYGD K G 95.0% 73.4 43.2 12.7 0 1 0 0 2 1,223.6090 264 275 true
3514 PREDICTED: rab GDP dissociation inhibitor alpha [Vitis vinifera] gi|225434259 49,793.1 100.0% 2 2 2 2 0.118% 5.86% AVGVTSEGET K C 95.0% 58.7 41.4 11.3 0 1 0 0 2 1,176.5855 266 277 true
3514 PREDICTED: rab GDP dissociation inhibitor alpha [Vitis vinifera] gi|225434259 49,793.1 100.0% 2 2 2 2 0.118% 5.86% DDCYLNEPAI R R 95.0% 63.0 41.0 12.8 0 1 0 0 2 1,652.7475 193 206 true
3514 PREDICTED: ATP synthase subunit beta  mitochondrial-like [Vitis gi|147838606 gi|225424142 gi|225456079 59,910.5 100.0% 3 3 3 3 0.176% 6.79% IINVIGEPIDER R G 95.0% 50.8 44.7 8.92 0 1 0 0 2 1,367.7531 170 181 true
3514 PREDICTED: ATP synthase subunit beta, mitochondrial-like [Vitis gi|147838606,gi|225424142,gi|225456079 59,910.5 100.0% 3 3 3 3 0.176% 6.79% TIAMDGTEGL R G 95.0% 61.7 41.0 11.9 0 1 0 0 2 1,262.6411 136 147 true
3514 PREDICTED: ATP synthase subunit beta  mitochondrial-like [Vitis gi|147838606,gi|225424142,gi|225456079 59,910.5 100.0% 3 3 3 3 0.176% 6.79% VLNTGSPITV R A 95.0% 78.9 40.7 5.50 0 1 0 0 2 1,409.8112 151 164 true
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% AFVHWYVGE R E 95.0% 39.2 40.8 12.4 0 0 2 0 2 2,330.0182 403 422 false gi|225458970,gi|225435758,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% AVCMISNSTS R I 95.0% 85.0 40.8 13.0 0 2 2 0 2 1,857.8832 374 390 false gi|225458970,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% AVFLDLEPTV R T 95.0% 44.8 40.9 6.13 0 1 0 0 2 1,715.9216 65 79 true
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% AYHEQLSVAE K C 95.0% 44.6 40.5 8.96 0 0 1 0 2 2,641.2272 281 304 false gi|225458970,gi|359496623,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% AYHEQLSVAE K Y 95.0% 49.4 43.9 5.94 0 0 1 0 2 3,491.6142 281 311 false gi|225458970,gi|359496623,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% CGINYQPPTV K V 95.0% 68.7 40.9 10.4 0 1 0 0 2 1,885.9480 353 370 false gi|225458970,gi|225435758,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% DVNAAVATIK K T 95.0% 54.6 40.8 9.68 0 1 0 0 2 1,001.5626 327 336 false gi|225458970,gi|225435758,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% EDLAALEK R D 95.0% 65.2 41.1 2.28 0 1 0 0 2 888.4674 423 430 false gi|225458970,gi|225435758,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% FDGALNVDV R I 95.0% 57.5 41.5 10.4 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|359496623,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% IHFMLSSYAP R A 95.0% 71.6 40.8 14.7 0 2 2 0 2 1,792.9302 265 280 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% LVSQVISSLTA R F 95.0% 102 41.0 13.0 0 3 1 0 2 1,473.8635 230 243 false gi|225458970,gi|359496623,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% SLDIERPTYTN R L 95.0% 33.1 40.8 9.01 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% TIQFVDWCPT R C 95.0% 69.5 41.0 13.9 0 1 1 0 2 1,598.7674 340 352 false gi|225458970,gi|225429189
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% TVGGGDDAF K H 95.0% 38.0 40.8 11.0 0 0 1 0 2 1,977.8827 41 60 false gi|225458970
3514 PREDICTED: tubulin alpha chain [Vitis vinifera] gi|225452767 49,603.8 86.2% 1 15 1 1 0.0588% 50.2% YMACCLMYR K G 95.0% 58.7 41.0 15.2 0 3 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|359496623,gi|225429189
3514 PREDICTED: FAM10 family protein At4g22670-like [Vitis vinifera] gi|147834848 gi|166407425 gi|359496418 41,026.4 99.0% 1 1 1 1 0.0588% 3.74% DANAALEINP R G 95.0% 66.2 40.7 11.1 0 1 0 0 2 1,428.6966 174 187 true
3514 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 5 5 5 5 0.294% 15.2% AVDEVTLK K D 95.0% 44.8 41.3 5.68 0 1 0 0 2 874.4881 461 468 true
3514 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 5 5 5 5 0.294% 15.2% ELVAVATPGQ K A 95.0% 46.5 41.0 8.20 0 1 0 0 2 1,938.0293 402 419 true
3514 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 5 5 5 5 0.294% 15.2% EVEAIGGNVT R E 95.0% 108 40.8 14.6 0 1 0 0 2 1,460.7339 141 155 true gi|225442426
3514 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 5 5 5 5 0.294% 15.2% TAVLMNLESR K M 95.0% 48.2 40.6 8.29 0 1 0 0 2 1,149.5933 426 435 true
3514 PREDICTED: mitochondrial-processing peptidase subunit alpha [V  gi|225445041 54,455.5 100.0% 5 5 5 5 0.294% 15.2% TLPPLDFPLPN K V 95.0% 17.0 40.3 9.15 0 0 1 0 2 2,800.5176 51 76 true
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% AVFVDLEPTV R T 95.0% 85.7 40.7 14.7 0 2 1 0 2 1,701.9059 65 79 false gi|225458970,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% AYHEQLSVAE K C 95.0% 44.6 40.5 8.96 0 0 1 0 2 2,641.2272 281 304 false gi|225458970,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% AYHEQLSVAE K Y 95.0% 49.4 43.9 5.94 0 0 1 0 2 3,491.6142 281 311 false gi|225458970,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% FDGALNVDV R I 95.0% 57.5 41.5 10.4 0 1 1 0 2 2,395.1930 244 264 false gi|225458970,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% IHFMLSSYAP R A 95.0% 71.6 40.8 14.7 0 2 2 0 2 1,792.9302 265 280 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% LVSQVISSLTA R F 95.0% 102 41.0 13.0 0 3 1 0 2 1,473.8635 230 243 false gi|225458970,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% SLDIERPTYTN R L 95.0% 33.1 40.8 9.01 0 0 1 0 2 1,691.8712 216 229 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% TIGGGDDAFN K H 95.0% 46.9 40.9 10.6 0 1 1 0 2 1,991.8984 41 60 true
3514 PREDICTED: tubulin alpha-2 chain, partial [Vitis vinifera] gi|359496623 35,382.4 86.2% 1 9 2 2 0.118% 43.5% YMACCLMYR K G 95.0% 58.7 41.0 15.2 0 3 0 0 2 1,267.5091 312 320 false gi|225458970,gi|225435758,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% AFVHWYVGE R E 95.0% 39.2 40.8 12.4 0 0 2 0 2 2,330.0182 403 422 false gi|225435758,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% AVCMISNSTS R I 95.0% 85.0 40.8 13.0 0 2 2 0 2 1,857.8832 374 390 false gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% AVFVDLEPTV R T 95.0% 85.7 40.7 14.7 0 2 1 0 2 1,701.9059 65 79 false gi|359496623,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% AYHEQLSVAE K C 95.0% 44.6 40.5 8.96 0 0 1 0 2 2,641.2272 281 304 false gi|359496623,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% AYHEQLSVAE K Y 95.0% 49.4 43.9 5.94 0 0 1 0 2 3,491.6142 281 311 false gi|359496623,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% CGINYQPPTV K V 95.0% 68.7 40.9 10.4 0 1 0 0 2 1,885.9480 353 370 false gi|225435758,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% DVNAAVATIK K T 95.0% 54.6 40.8 9.68 0 1 0 0 2 1,001.5626 327 336 false gi|225435758,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% EDLAALEK R D 95.0% 65.2 41.1 2.28 0 1 0 0 2 888.4674 423 430 false gi|225435758,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% FDGALNVDV R I 95.0% 57.5 41.5 10.4 0 1 1 0 2 2,395.1930 244 264 false gi|359496623,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% IHFMLSSYAP R A 95.0% 71.6 40.8 14.7 0 2 2 0 2 1,792.9302 265 280 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% LVSQVISSLTA R F 95.0% 102 41.0 13.0 0 3 1 0 2 1,473.8635 230 243 false gi|359496623,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% SLDIERPTYTN R L 95.0% 33.1 40.8 9.01 0 0 1 0 2 1,691.8712 216 229 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% TIQFVDWCPT R C 95.0% 69.5 41.0 13.9 0 1 1 0 2 1,598.7674 340 352 false gi|225452767,gi|225429189
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% TVGGGDDAF K H 95.0% 38.0 40.8 11.0 0 0 1 0 2 1,977.8827 41 60 true gi|225452767
3514 PREDICTED: tubulin alpha-2 chain [Vitis vinifera] gi|225458970 49,572.7 100.0% 1 15 1 1 0.0588% 50.1% YMACCLMYR K G 95.0% 58.7 41.0 15.2 0 3 0 0 2 1,267.5091 312 320 false gi|225435758,gi|359496623,gi|225452767,gi|225429189
5323 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloro   gi|225441423,gi|297739845 41,562.1 100.0% 5 5 6 6 0.353% 21.2% HFLPIMNPGGK I 95.0% 32.6 40.6 9.55 0 0 1 0 2 2,390.2175 247 268 true
5323 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloro   gi|225441423,gi|297739845 41,562.1 100.0% 5 5 6 6 0.353% 21.2% IIPGYGGGMS R A 95.0% 57.9 40.5 7.77 0 1 0 0 2 1,237.6247 269 281 true
5323 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH]  chloro   gi|225441423,gi|297739845 41,562.1 100.0% 5 5 6 6 0.353% 21.2% KGYLAAISASS R H 95.0% 33.0 40.2 10.3 0 0 1 0 2 2,005.1004 228 246 true
5323 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloro   gi|225441423,gi|297739845 41,562.1 100.0% 5 5 6 6 0.353% 21.2% VNTISAGPLG R A 95.0% 45.2 40.7 4.00 0 1 0 0 2 1,171.6430 303 314 true
5323 PREDICTED: enoyl-[acyl-carrier-protein] reductase [NADH], chloro   gi|225441423,gi|297739845 41,562.1 100.0% 5 5 6 6 0.353% 21.2% YAGSSNWTV R Q 95.0% 80.2 40.9 11.2 0 1 1 0 2 1,854.8867 183 199 true
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% ACFNREDDIG K A 95.0% 64.3 40.8 10.6 0 1 0 0 2 1,802.8380 186 200 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% DKVIILGDGN R A 95.0% 73.3 40.9 10.9 0 1 0 0 2 1,268.7212 174 185 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% EDDIGTYTIK R A 95.0% 54.2 40.3 6.38 0 2 0 0 2 1,154.5578 191 200 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% FLPSEFGNDV R V 95.0% 47.2 41.9 9.53 0 2 1 0 2 1,395.6540 108 119 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% FVVQASAK K S 95.0% 64.7 40.9 4.21 0 2 0 0 2 849.4828 19 26 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% IIAAIK K E 95.0% 43.0 38.6 2.64 0 1 0 0 2 628.4393 95 100 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% ILHIKPPNSTL K I 95.0% 52.0 40.7 13.0 0 0 1 0 2 2,652.4397 211 233 true
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% ILIIGGTGYIGK K F 95.0% 78.0 41.2 12.8 0 7 0 0 2 1,204.7303 7 18 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% ILIIGGTGYIGK K S 95.0% 37.9 41.0 8.62 0 0 1 0 2 2,035.1953 7 26 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% NSGVTLLHGD K A 95.0% 57.2 40.9 10.5 0 1 2 0 2 2,083.0457 54 72 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% QVDVVISTVG K I 95.0% 91.5 40.7 13.2 0 7 3 0 2 2,093.0950 76 94 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% SGHPTFALVR K E 95.0% 49.7 40.2 6.90 0 3 0 0 2 1,084.5898 27 36 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% VIILGDGNPK K A 95.0% 64.8 40.1 10.7 0 2 0 0 2 1,025.5992 176 185 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% VYVPEEQVLK K D 95.0% 50.8 40.9 12.7 0 2 0 0 2 1,203.6620 241 250 true gi|225458243
5323 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 15 15 18 41 2.41% 51.3% YCTVDEYLSA K - 95.0% 56.5 40.6 14.1 0 2 0 0 2 1,466.6508 297 308 true gi|225458243
5323 PREDICTED: 3-mercaptopyruvate sulfurtransferase [Vitis vinifera] gi|225465012 41,804.4 100.0% 2 2 2 2 0.118% 11.8% ASGFDVESSA R A 95.0% 66.7 44.1 10.2 0 1 0 0 2 1,653.7967 202 218 true
5323 PREDICTED: 3-mercaptopyruvate sulfurtransferase [Vitis vinifera] gi|225465012 41,804.4 100.0% 2 2 2 2 0.118% 11.8% SDVTVYDGSWK - 95.0% 20.9 41.3 10.6 0 0 1 0 2 2,910.2701 353 380 true
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% ACFNREDDIG K A 95.0% 64.3 40.8 10.6 0 1 0 0 2 1,802.8380 186 200 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% DKVIILGDGN R A 95.0% 73.3 40.9 10.9 0 1 0 0 2 1,268.7212 174 185 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% EDDIGTYTIK R A 95.0% 54.2 40.3 6.38 0 2 0 0 2 1,154.5578 191 200 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% FLPSEFGNDV R V 95.0% 47.2 41.9 9.53 0 2 1 0 2 1,395.6540 108 119 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% FVVQASAK K S 95.0% 64.7 40.9 4.21 0 2 0 0 2 849.4828 19 26 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% IIAAIK K E 95.0% 43.0 38.6 2.64 0 1 0 0 2 628.4393 95 100 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% ILIIGGTGYIGK K F 95.0% 78.0 41.2 12.8 0 7 0 0 2 1,204.7303 7 18 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% ILIIGGTGYIGK K S 95.0% 37.9 41.0 8.62 0 0 1 0 2 2,035.1953 7 26 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% ILYIKPPNSTLS K I 95.0% 16.0 40.7 9.66 0 0 1 0 2 2,678.4441 211 233 true
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% NSGVTLLHGD K A 95.0% 57.2 40.9 10.5 0 1 2 0 2 2,083.0457 54 72 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% QVDVVISTVG K I 95.0% 91.5 40.7 13.2 0 7 3 0 2 2,093.0950 76 94 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% SGHPTFALVR K E 95.0% 49.7 40.2 6.90 0 3 0 0 2 1,084.5898 27 36 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% VIILGDGNPK K A 95.0% 64.8 40.1 10.7 0 2 0 0 2 1,025.5992 176 185 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% VYVPEEQVLK K D 95.0% 50.8 40.9 12.7 0 2 0 0 2 1,203.6620 241 250 false gi|76559892
5323 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 93.6% 1 15 1 1 0.0588% 51.3% YCTVDEYLSA K - 95.0% 56.5 40.6 14.1 0 2 0 0 2 1,466.6508 297 308 false gi|76559892
5323 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|147805693,gi|225434488 35,763.2 93.6% 1 1 1 1 0.0588% 3.68% GEDCWTDTE K Q 95.0% 48.1 38.8 10.3 0 1 0 0 2 1,563.5729 148 159 true
5108 PREDICTED: uncharacterized protein At2g37660, chloroplastic [V  gi|225440390 27,624.2 99.8% 2 2 2 2 0.118% 8.70% ALFSQISTR K - 95.0% 52.7 40.9 6.51 0 1 0 0 2 1,022.5629 244 252 true
5108 PREDICTED: uncharacterized protein At2g37660, chloroplastic [V  gi|225440390 27,624.2 99.8% 2 2 2 2 0.118% 8.70% IGGADDVLVG K N 95.0% 78.5 45.8 10.3 0 1 0 0 2 1,299.6906 46 58 true
5108 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone  gi|158514257 25,063.8 100.0% 7 7 9 10 0.588% 36.3% DGSLPEVGNA K L 95.0% 77.9 40.7 12.2 0 2 1 0 2 1,541.7807 169 183 true
5108 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone  gi|158514257 25,063.8 100.0% 7 7 9 10 0.588% 36.3% EAGDEKIEAE K V 95.0% 45.9 41.0 8.67 0 1 0 0 2 1,218.5850 218 228 true
5108 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone  gi|158514257 25,063.8 100.0% 7 7 9 10 0.588% 36.3% FNEVLK K D 95.0% 47.1 41.3 0.292 0 1 0 0 2 749.4192 137 142 true
5108 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone  gi|158514257 25,063.8 100.0% 7 7 9 10 0.588% 36.3% FTAIGVYLESS K W 95.0% 78.8 41.0 12.9 0 1 1 0 2 1,966.0896 49 67 true
5108 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone  gi|158514257 25,063.8 100.0% 7 7 9 10 0.588% 36.3% LLTEAVLESIIG K H 95.0% 84.8 40.8 13.4 0 1 0 0 2 1,385.8252 184 196 true
5108 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone  gi|158514257 25,063.8 100.0% 7 7 9 10 0.588% 36.3% SVGIYTDAEA K A 95.0% 68.4 40.4 9.38 0 1 0 0 2 1,153.5736 122 132 true
5108 RecName: Full=Chalcone--flavonone isomerase 2; Short=Chalcone  gi|158514257 25,063.8 100.0% 7 7 9 10 0.588% 36.3% VSENCVAFW K S 95.0% 81.2 40.6 11.2 0 1 0 0 2 1,239.5826 112 121 true
5108 PREDICTED: neutral ceramidase-like [Vitis vinifera] gi|225440586,gi|297740260 85,266.8 99.8% 2 2 2 2 0.118% 3.13% SPSAYLNNPV R S 95.0% 48.2 44.5 3.50 0 1 0 0 2 1,475.7124 179 191 true
5108 PREDICTED: neutral ceramidase-like [Vitis vinifera] gi|225440586,gi|297740260 85,266.8 99.8% 2 2 2 2 0.118% 3.13% TFIVAEPEGD R V 95.0% 52.3 41.0 7.83 0 1 0 0 2 1,233.6111 63 73 true
5108 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 89.5% 1 3 1 1 0.0588% 8.44% FLPSEFGNDV R V 95.0% 59.7 40.9 11.2 0 1 0 0 2 1,395.6540 108 119 false gi|76559892
5108 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 89.5% 1 3 1 1 0.0588% 8.44% LIQEFK K N 95.0% 44.5 41.4 0.899 0 1 0 0 2 777.4506 48 53 true
5108 PREDICTED: isoflavone reductase homolog P3 [Vitis vinifera] gi|225458243 33,788.2 89.5% 1 3 1 1 0.0588% 8.44% VNAVEPAK R S 95.0% 40.2 39.7 4.68 0 1 0 0 2 827.4621 120 127 false gi|76559892
5108 hypothetical protein VITISV_033715 [Vitis vinifera] gi|147772560 26,842.2 100.0% 4 4 4 5 0.294% 19.6% ESGSTMAVV R A 95.0% 63.7 40.9 5.43 0 2 0 0 2 1,395.6785 136 149 true
5108 hypothetical protein VITISV_033715 [Vitis vinifera] gi|147772560 26,842.2 100.0% 4 4 4 5 0.294% 19.6% SLLAESNEFVGR V 95.0% 66.3 40.9 11.3 0 1 0 0 2 1,408.6955 101 113 true
5108 hypothetical protein VITISV_033715 [Vitis vinifera] gi|147772560 26,842.2 100.0% 4 4 4 5 0.294% 19.6% VAYALSQGLK K V 95.0% 56.1 40.9 8.16 0 1 0 0 2 1,049.5990 114 123 true
5108 hypothetical protein VITISV_033715 [Vitis vinifera] gi|147772560 26,842.2 100.0% 4 4 4 5 0.294% 19.6% VIACVGETLEQK E 95.0% 92.8 40.9 14.9 0 1 0 0 2 1,374.7047 124 135 true
5108 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 3 3 3 3 0.176% 12.6% EGLIQLPSDK K A 95.0% 49.4 40.4 6.09 0 1 0 0 2 1,099.5996 199 208 true
5108 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 3 3 3 3 0.176% 12.6% LSELGFADAE K - 95.0% 63.6 40.8 5.84 0 1 0 0 2 1,365.6170 241 253 true
5108 cytosolic ascorbate peroxidase [Vitis vinifera] gi|161778778 27,982.7 100.0% 3 3 3 3 0.176% 12.6% TGGPFGTMK K H 95.0% 40.4 39.6 3.53 0 1 0 0 2 911.4294 53 61 true
5108 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% AAYALSQGLK K V 95.0% 48.2 44.4 7.95 0 1 0 0 2 1,021.5677 182 191 true
5108 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% GGAFTGEISV K D 95.0% 60.1 40.8 10.3 0 1 0 0 2 1,435.7429 140 153 true
5108 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% GPEFAVIVNS K K 95.0% 90.9 40.9 13.8 0 1 0 0 2 1,447.7791 307 320 true
5108 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% HVIGEDDQFI R K 95.0% 74.0 40.8 12.1 0 1 1 0 2 1,357.6749 169 180 true
5108 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% IEISAQNSWV R G 95.0% 70.2 40.9 11.3 0 1 0 0 2 1,331.6954 128 139 true
5108 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% LEADVDVVVA K N 95.0% 35.8 40.8 12.2 0 0 1 0 2 2,216.1851 102 121 true
5108 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% LVSDLNSAK K L 95.0% 44.8 41.2 4.37 0 1 0 0 2 946.5204 93 101 true
5108 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% TFDVCFQQM K A 95.0% 50.6 45.1 8.61 0 1 0 0 2 1,303.5811 208 217 true
5108 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform   gi|225427917,gi|297744661 34,657.2 100.0% 9 9 10 10 0.588% 34.9% VIACIGELLQE K E 95.0% 47.1 40.8 9.80 0 1 0 0 2 1,400.7568 192 203 true
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% DFVLELNK K A 95.0% 50.3 41.0 6.73 1 0 0 0 2 977.5303 214 221 true gi|225428851,gi|3023437
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% EGPALPVLDQ R Y 95.0% 62.6 40.7 12.8 0 2 2 0 2 1,711.8575 137 152 true gi|225428851,gi|3023437
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% ENYELGLPIIEK R A 95.0% 46.7 41.0 5.82 0 1 0 0 2 1,417.7575 115 126 true
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% HPWNIMTTS K L 95.0% 41.6 40.5 10.2 0 0 3 0 2 2,478.1795 56 76 true
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% IEICQLPVGDG R R 95.0% 83.3 40.8 11.0 0 1 1 0 2 1,843.9409 229 244 true
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% ILAMDINR K E 95.0% 47.6 41.0 8.82 0 2 0 0 2 961.5137 107 114 true
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% NTMEIGVYTG K I 95.0% 30.2 40.5 10.4 0 0 2 0 2 2,629.3070 82 106 true gi|225428851,gi|3023437
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% SLLQSDALYQ K E 95.0% 67.6 40.9 15.0 0 1 1 0 2 2,359.2181 22 41 true gi|225428851,gi|3023437
5108 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,806.4 100.0% 9 9 12 18 1.06% 56.7% YHGTFDFIFV K D 95.0% 23.9 40.9 10.9 0 0 1 0 2 1,674.7800 153 166 true
5108 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 3 3 3 3 0.176% 8.44% FLPSEFGNDV R V 95.0% 59.7 40.9 11.2 0 1 0 0 2 1,395.6540 108 119 true gi|225458243
5108 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 3 3 3 3 0.176% 8.44% LIQEFK K N 95.0% 44.5 41.4 0.899 0 1 0 0 2 777.4506 48 53 true
5108 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|76559892 33,822.3 100.0% 3 3 3 3 0.176% 8.44% VNAVEPAK R S 95.0% 40.2 39.7 4.68 0 1 0 0 2 827.4621 120 127 true gi|225458243
5108 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 8 8 10 10 0.588% 42.6% EGFEGQISSK K N 95.0% 50.5 40.3 3.32 0 1 0 0 2 1,081.5161 197 206 true
5108 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 8 8 10 10 0.588% 42.6% ESIPVTQLVR K E 95.0% 53.8 40.1 3.15 0 1 0 0 2 1,141.6576 103 112 true
5108 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 8 8 10 10 0.588% 42.6% KLPSILVDEAS K I 95.0% 36.4 40.7 44.9 0 1 1 0 2 1,526.8790 51 64 true
5108 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 8 8 10 10 0.588% 42.6% LPSILVDEASV K I 95.0% 64.7 40.7 10.4 0 1 0 0 2 1,398.7840 52 64 true
5108 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 8 8 10 10 0.588% 42.6% LVQIEHALTAVK A 95.0% 60.8 40.7 9.92 0 0 1 0 2 2,122.1869 19 39 true
5108 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 8 8 10 10 0.588% 42.6% NIEIGIIGTDR K K 95.0% 51.2 40.6 8.74 0 1 0 0 2 1,200.6585 207 217 true
5108 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 8 8 10 10 0.588% 42.6% VLTPAEIDDYL R - 95.0% 33.3 43.4 11.1 0 1 1 0 2 1,676.8267 221 235 true
5108 PREDICTED: proteasome subunit alpha type-2-B [Vitis vinifera] gi|225423722 25,566.2 100.0% 8 8 10 10 0.588% 42.6% YTDDMELDDAR E 95.0% 48.7 40.8 7.16 0 0 1 0 2 2,164.0482 178 196 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% ADTSLVEK K S 95.0% 57.2 41.1 0.599 0 1 0 0 2 862.4517 64 71 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% ALPTYTPESAA K N 95.0% 34.6 41.2 11.5 0 1 1 0 2 1,563.7650 408 422 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% ANSYSVHGSA K E 95.0% 69.3 40.9 10.8 0 1 0 0 2 1,361.6807 322 335 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% EFGITVEAVIE K A 95.0% 67.0 41.0 9.87 0 1 0 0 2 1,476.7945 713 726 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% ESVLPAAVTA K V 95.0% 70.6 40.2 8.30 0 1 0 0 2 1,113.6262 664 674 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% NLSQQCLNAL R V 95.0% 69.8 40.9 12.0 0 1 0 0 2 1,359.7050 423 434 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% SIITGELPAGWK A 95.0% 55.8 40.7 12.6 0 1 0 0 2 1,386.7266 395 407 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% TPGHPENFET R H 95.0% 54.2 39.5 10.1 0 0 1 0 2 3,457.7602 163 197 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% VLPGLLGGSA K M 95.0% 109 40.9 14.9 0 2 2 0 2 2,057.1314 435 455 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% VTTTIGYGSPNK A 95.0% 81.9 40.5 9.43 0 1 0 0 2 1,237.6424 310 321 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% VVSLVSWELF R E 95.0% 109 40.8 14.8 0 1 1 0 2 2,101.0125 646 663 true
8716 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 12 12 15 17 0.999% 25.0% YKEEAAELK K S 95.0% 47.3 40.9 6.11 0 1 0 0 2 1,080.5572 386 394 true
6414 PREDICTED: bifunctional aspartate aminotransferase and glutama    gi|225438653,gi|296082448 44,214.9 100.0% 2 2 2 2 0.118% 9.27% IQSQFTSGAS K A 95.0% 61.3 41.1 7.07 0 1 0 0 2 1,568.7915 266 280 true
6414 PREDICTED: bifunctional aspartate aminotransferase and glutama    gi|225438653,gi|296082448 44,214.9 100.0% 2 2 2 2 0.118% 9.27% LAAGEPDFDT R E 95.0% 62.1 40.7 8.24 0 1 0 0 2 2,311.1931 39 61 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% AAAATASVV M G 95.0% 80.9 40.7 10.1 0 1 0 0 1 1,240.6643 2 14 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% AVLPIIQGR R D 95.0% 52.5 40.2 7.56 0 1 0 0 2 966.6096 69 77 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% DVIAQAQSGT R T 95.0% 81.9 40.9 13.2 0 1 0 0 2 1,174.6064 78 89 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% EVQALILSPTR R E 95.0% 74.1 40.6 7.74 0 1 0 0 2 1,226.7104 107 117 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% GLDVQQVSLV R E 95.0% 46.6 40.6 13.3 0 0 1 0 2 2,157.1300 341 359 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% LLVLDESDEM K G 95.0% 91.6 41.2 17.2 0 2 0 0 2 1,519.7674 184 196 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% RDELTLEGIK K Q 95.0% 56.7 45.5 6.99 0 1 0 0 2 1,173.6476 244 253 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% VILAIGDFINIQ K S 95.0% 28.9 40.6 9.74 0 0 1 0 2 2,110.1481 126 145 true
6414 PREDICTED: eukaryotic initiation factor 4A-3-like [Vitis vinifera] gi|225464928 46,434.6 100.0% 9 9 9 10 0.588% 32.0% YLPPELQVVL R F 95.0% 41.6 40.3 9.34 0 0 1 0 2 2,807.5808 208 232 true
6414 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 8 8 11 17 0.999% 33.5% DDPDFTWEV R W 95.0% 54.0 40.8 12.6 0 1 0 0 2 1,688.8533 374 387 true gi|359487692,gi|223635284,gi|223635287
6414 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 8 8 11 17 0.999% 33.5% FVIGGPHGDA R K 95.0% 83.6 40.8 14.7 0 1 0 0 2 1,453.7549 238 252 true gi|359487692,gi|223635284,gi|223635287
6414 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 8 8 11 17 0.999% 33.5% IIIDTYGGWGAK D 95.0% 51.3 40.8 8.87 0 0 3 0 2 1,963.9664 254 273 true gi|359487692,gi|223635284,gi|223635287
6414 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 8 8 11 17 0.999% 33.5% METFLFTSESV- L 95.0% 61.4 40.7 13.0 0 2 1 0 2 2,109.9435 1 18 true gi|223635284
6414 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 8 8 11 17 0.999% 33.5% TIFHLNPSGR K F 95.0% 47.2 40.1 5.82 0 1 0 0 2 1,141.6113 228 237 true gi|359487692,gi|223635284,gi|223635287
6414 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 8 8 11 17 0.999% 33.5% TIGFVSDDVG R V 95.0% 70.4 40.8 14.1 0 2 1 0 2 1,825.8276 75 91 true
6414 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 8 8 11 17 0.999% 33.5% TNMVMVFG K A 95.0% 83.9 40.6 13.1 0 2 1 0 2 1,470.7332 48 60 true gi|223635284
6414 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 8 8 11 17 0.999% 33.5% VHTVLISTQH R E 95.0% 77.5 40.6 10.8 0 0 2 0 2 2,649.3369 188 211 true gi|359487692,gi|223635284,gi|223635287
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% ANVDYEK K I 95.0% 42.4 39.7 2.44 0 1 0 0 2 838.3941 61 67 true
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% CIVQVSYAIGV R I 95.0% 43.1 40.5 12.8 0 0 1 0 2 2,799.4276 302 327 true
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% DDPDFTWEV R W 95.0% 54.0 40.8 12.6 0 1 0 0 2 1,688.8533 374 387 false gi|359487692,gi|223635287,gi|223635289
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% EIGFVSDDVG R V 95.0% 109 41.2 44.9 0 2 1 0 2 1,853.8225 75 91 true
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% ENFDFRPGM K R 95.0% 39.4 40.7 11.7 0 0 1 0 2 2,025.0113 339 355 true
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% FVIGGPHGDA R K 95.0% 83.6 40.8 14.7 0 1 0 0 2 1,453.7549 238 252 false gi|359487692,gi|223635287,gi|223635289
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% IIIDTYGGWGAK D 95.0% 51.3 40.8 8.87 0 0 3 0 2 1,963.9664 254 273 false gi|359487692,gi|223635287,gi|223635289
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% LCDQISDAVL K V 95.0% 131 41.0 13.5 0 1 1 0 2 2,391.0808 19 39 true
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% METFLFTSESV- L 95.0% 61.4 40.7 13.0 0 2 1 0 2 2,109.9435 1 18 false gi|223635289
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% RCIVQVSYAIG R I 95.0% 52.7 40.3 12.0 0 0 1 0 2 2,955.5287 301 327 true
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% TIFHLNPSGR K F 95.0% 47.2 40.1 5.82 0 1 0 0 2 1,141.6113 228 237 false gi|359487692,gi|223635287,gi|223635289
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% TNMVMVFG K A 95.0% 83.9 40.6 13.1 0 2 1 0 2 1,470.7332 48 60 false gi|223635289
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% TQVTVEYHNDK V 95.0% 91.5 41.4 12.6 0 1 1 0 2 1,546.7245 170 183 true
6414 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 7 14 10 11 0.647% 55.2% VHTVLISTQH R E 95.0% 77.5 40.6 10.8 0 0 2 0 2 2,649.3369 188 211 false gi|359487692,gi|223635287,gi|223635289
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% ADTSLVEK K S 95.0% 62.0 41.1 1.30 0 1 0 0 2 862.4517 64 71 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% ALPTYTPESAA K N 95.0% 45.2 41.2 11.2 0 1 1 0 2 1,563.7650 408 422 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% ANSYSVHGSA K E 95.0% 80.4 40.9 13.0 0 2 0 0 2 1,361.6807 322 335 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% EFGITVEAVIE K A 95.0% 69.5 41.0 11.5 0 1 0 0 2 1,476.7945 713 726 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% ESVLPAAVTA K V 95.0% 83.1 40.2 8.42 0 1 0 0 2 1,113.6262 664 674 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% FEGLGWHVIWR N 95.0% 47.7 40.6 15.2 0 1 0 0 2 1,470.7893 271 282 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% FGASAPAGK R I 93.4% 41.6 41.1 0.910 0 1 0 0 2 805.4203 701 709 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% GGYAISDNSS K A 95.0% 50.4 40.2 11.9 0 0 1 0 2 2,976.5164 603 632 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% HIPDGAALEA R F 95.0% 47.7 40.7 12.2 0 1 1 0 2 1,621.7970 364 378 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% MFGDFQK K G 95.0% 41.4 40.8 5.76 0 1 0 0 2 872.3972 456 462 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% NLSQQCLNAL R V 95.0% 67.2 40.9 12.3 0 1 0 0 2 1,359.7050 423 434 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% QKLPQLPGTS R G 95.0% 41.9 40.9 4.67 0 0 1 0 2 1,665.9537 587 602 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% SIITGELPAGWK A 95.0% 75.5 40.7 13.9 0 1 1 0 2 1,386.7266 395 407 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% VLPGLLGGSA K M 95.0% 120 40.9 14.6 0 2 3 0 2 2,073.1264 435 455 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% VTTTIGYGSPNK A 95.0% 84.4 40.5 7.09 0 2 0 0 2 1,237.6424 310 321 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% VVSLVSWELF R E 95.0% 93.9 40.8 15.0 0 1 2 0 2 2,101.0125 646 663 true
8717 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 78,840.2 100.0% 17 17 22 28 1.65% 32.4% YKEEAAELK K S 95.0% 47.5 40.9 5.67 0 1 0 0 2 1,080.5572 386 394 true
8717 PREDICTED: glycyl-tRNA synthetase 1  mitochondrial-like [Vitis vi gi|225456501,gi|297734516 76,313.8 100.0% 4 4 4 4 0.235% 7.28% DAIDAAVQEL K L 95.0% 89.6 40.8 11.4 0 1 0 0 2 1,470.7800 34 47 true
8717 PREDICTED: glycyl-tRNA synthetase 1  mitochondrial-like [Vitis vi gi|225456501,gi|297734516 76,313.8 100.0% 4 4 4 4 0.235% 7.28% LPFAAAQIGQ K N 95.0% 45.6 44.9 6.26 0 1 0 0 2 1,389.7638 274 286 true
8717 PREDICTED: glycyl-tRNA synthetase 1, mitochondrial-like [Vitis vi gi|225456501,gi|297734516 76,313.8 100.0% 4 4 4 4 0.235% 7.28% QAAVDAQGG K E 95.0% 58.9 40.5 5.28 0 1 0 0 2 1,142.5913 13 24 true
8717 PREDICTED: glycyl-tRNA synthetase 1, mitochondrial-like [Vitis vi gi|225456501,gi|297734516 76,313.8 100.0% 4 4 4 4 0.235% 7.28% VSVEEVASVV R E 95.0% 57.7 40.9 10.6 0 1 0 0 2 1,145.6411 651 661 true
6013 PREDICTED: superoxide dismutase [Cu-Zn] isoform 2 [Vitis vinifer gi|225451120 15,263.3 100.0% 3 3 4 5 0.294% 29.6% AVVVHADPD R G 95.0% 70.1 40.9 13.7 0 1 0 0 2 1,335.6905 115 127 true
6013 PREDICTED: superoxide dismutase [Cu-Zn] isoform 2 [Vitis vinifer gi|225451120 15,263.3 100.0% 3 3 4 5 0.294% 29.6% HAGDLGNVIV R I 95.0% 65.3 40.7 12.1 0 1 2 0 2 1,941.9667 79 97 true
6013 PREDICTED: superoxide dismutase [Cu-Zn] isoform 2 [Vitis vinifer gi|225451120 15,263.3 100.0% 3 3 4 5 0.294% 29.6% QIPLTGSNSIV K A 95.0% 50.0 40.7 2.38 0 1 0 0 2 1,341.7486 102 114 true
6013 hypothetical protein VITISV_019845 [Vitis vinifera] gi|147782865,gi|297737061,gi|359477350 16,123.4 99.8% 1 1 1 1 0.0588% 9.09% GIEIFENTQPD K T 95.0% 76.5 40.9 11.5 0 1 0 0 2 1,447.7066 107 119 true
6013 PREDICTED: glycine-rich RNA-binding protein GRP1A-like [Vitis vin gi|359475330 16,311.7 100.0% 7 7 9 11 0.647% 54.9% AFSQFGEILES R I 95.0% 68.5 40.8 13.1 0 1 1 0 2 1,355.6842 27 38 true
6013 PREDICTED: glycine-rich RNA-binding protein GRP1A-like [Vitis vin gi|359475330 16,311.7 100.0% 7 7 9 11 0.647% 54.9% ASAEIEYR M C 95.0% 69.3 40.3 10.3 0 1 0 0 1 980.4683 2 9 true
6013 PREDICTED: glycine-rich RNA-binding protein GRP1A-like [Vitis vin gi|359475330 16,311.7 100.0% 7 7 9 11 0.647% 54.9% CFVGGLAWA R A 95.0% 46.1 41.0 10.1 0 1 1 0 2 1,924.8860 10 26 true
6013 PREDICTED: glycine-rich RNA-binding protein GRP1A-like [Vitis vin gi|359475330 16,311.7 100.0% 7 7 9 11 0.647% 54.9% GFGFVTFSSE R D 95.0% 82.5 40.9 7.84 0 3 0 0 2 1,595.7159 50 63 true
6013 PREDICTED: glycine-rich RNA-binding protein GRP1A-like [Vitis vin gi|359475330 16,311.7 100.0% 7 7 9 11 0.647% 54.9% GGGGGYGGGR D 95.0% 71.9 40.7 9.59 0 1 0 0 2 1,386.5785 121 138 true
6013 PREDICTED: glycine-rich RNA-binding protein GRP1A-like [Vitis vin gi|359475330 16,311.7 100.0% 7 7 9 11 0.647% 54.9% NITVNEAQSR R G 95.0% 53.7 41.0 8.68 0 1 0 0 2 1,131.5752 78 87 true
6013 PREDICTED: glycine-rich RNA-binding protein GRP1A-like [Vitis vin gi|359475330 16,311.7 100.0% 7 7 9 11 0.647% 54.9% SGGASDGNWR - 95.0% 53.6 41.0 4.79 0 1 0 0 2 1,006.4337 152 161 true
4114 hypothetical protein VITISV_033715 [Vitis vinifera] gi|147772560 26,842.2 100.0% 2 2 2 2 0.118% 10.4% ESGSTMAVV R A 95.0% 50.5 41.0 0.320 0 1 0 0 2 1,379.6835 136 149 true
4114 hypothetical protein VITISV_033715 [Vitis vinifera] gi|147772560 26,842.2 100.0% 2 2 2 2 0.118% 10.4% VIACVGETLEQK E 95.0% 61.6 41.1 7.78 0 1 0 0 2 1,374.7047 124 135 true
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% EGPALPVLDQ K Y 95.0% 54.3 40.7 12.6 0 2 2 0 2 1,711.8575 132 147 false gi|225438756,gi|147769443
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% ELTAQHPWN R L 95.0% 39.1 40.2 11.0 0 0 1 0 2 2,988.4597 46 71 true
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% ENYELGLPVIQ K A 95.0% 42.8 40.8 12.5 0 1 1 0 2 1,402.7578 110 121 true
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% IEICMLPVGD R R 95.0% 72.7 40.8 11.4 0 2 2 0 2 1,846.9228 224 239 true
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% ILAMDINK K E 95.0% 57.4 41.1 9.11 0 2 0 0 2 933.5076 102 109 true
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% LIDLVK R V 95.0% 44.5 40.2 3.58 0 1 0 0 2 700.4605 171 176 false gi|225438756,gi|147769443
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% NTMEIGVYTG K I 95.0% 124 40.8 16.6 0 1 1 0 2 2,629.3070 77 101 false gi|225438756,gi|147769443
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% SLLQSDALYQ K E 95.0% 84.5 40.9 15.1 0 2 2 0 2 2,359.2181 17 36 false gi|225438756,gi|147769443
4114 RecName: Full=Caffeoyl-CoA O-methyltransferase; AltName: Full=    gi|225428851,gi|3023437 27,217.6 100.0% 5 9 7 10 0.588% 59.1% YHGSFDFIFV K D 95.0% 34.7 44.6 11.2 0 0 1 0 2 1,660.7643 148 161 true
4114 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,836.4 100.0% 5 5 8 12 0.705% 37.7% EGPALPVLDQ R Y 95.0% 54.3 40.7 12.6 0 2 2 0 2 1,711.8575 137 152 true gi|225428851,gi|3023437
4114 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,836.4 100.0% 5 5 8 12 0.705% 37.7% ELTAKHPWN R L 95.0% 39.7 40.2 10.4 0 0 1 0 2 3,020.4860 51 76 true
4114 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,836.4 100.0% 5 5 8 12 0.705% 37.7% LIDLVK R V 95.0% 44.5 40.2 3.58 0 1 0 0 2 700.4605 176 181 true gi|225428851,gi|3023437
4114 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,836.4 100.0% 5 5 8 12 0.705% 37.7% NTMEIGVYTG K I 95.0% 124 40.8 16.6 0 1 1 0 2 2,629.3070 82 106 true gi|225428851,gi|3023437
4114 PREDICTED: caffeoyl-CoA O-methyltransferase [Vitis vinifera] gi|147769443,gi|225438756 27,836.4 100.0% 5 5 8 12 0.705% 37.7% SLLQSDALYQ K E 95.0% 84.5 40.9 15.1 0 2 2 0 2 2,359.2181 22 41 true gi|225428851,gi|3023437
4118 PREDICTED: peptidyl-prolyl cis-trans isomerase CYP20-3  chlorop     gi|147766520,gi|359480225 27,324.2 100.0% 2 2 2 2 0.118% 11.1% IVIGLFGEVVP R T 95.0% 74.6 42.3 14.7 0 1 0 0 2 1,270.7771 104 115 true
4118 PREDICTED: peptidyl-prolyl cis-trans isomerase CYP20-3, chlorop     gi|147766520,gi|359480225 27,324.2 100.0% 2 2 2 2 0.118% 11.1% LMCVNSMANR V 95.0% 55.6 46.0 1.68 0 0 1 0 2 1,852.8602 70 85 true
4118 hypothetical protein VITISV_023716 [Vitis vinifera] gi|147781540 17,243.0 100.0% 6 6 10 42 2.47% 64.2% APIAVGDVIP M K 95.0% 76.3 39.4 13.1 0 0 1 0 1 3,624.8185 2 36 true
4118 hypothetical protein VITISV_023716 [Vitis vinifera] gi|147781540 17,243.0 100.0% 6 6 10 42 2.47% 64.2% FALLVDDLK R V 95.0% 46.6 41.2 10.1 0 3 0 0 2 1,033.5930 130 138 true
4118 hypothetical protein VITISV_023716 [Vitis vinifera] gi|147781540 17,243.0 100.0% 6 6 10 42 2.47% 64.2% FLADGSATYT K G 95.0% 84.9 40.7 10.4 0 0 11 0 2 2,351.1768 100 121 true
4118 hypothetical protein VITISV_023716 [Vitis vinifera] gi|147781540 17,243.0 100.0% 6 6 10 42 2.47% 64.2% GIDEILLVSVN K A 95.0% 83.7 40.8 14.8 0 2 2 0 2 1,905.0041 70 86 true
4118 hypothetical protein VITISV_023716 [Vitis vinifera] gi|147781540 17,243.0 100.0% 6 6 10 42 2.47% 64.2% RFALLVDDLK R V 95.0% 58.4 40.8 7.41 0 1 0 0 2 1,189.6941 129 138 true
4118 hypothetical protein VITISV_023716 [Vitis vinifera] gi|147781540 17,243.0 100.0% 6 6 10 42 2.47% 64.2% VANVEAGGE K A 95.0% 137 40.9 11.4 0 14 6 0 2 2,022.0027 141 160 true
4118 PREDICTED: actin-depolymerizing factor 2-like isoform 1 [Vitis vin gi|225449595 15,942.4 99.8% 2 2 2 2 0.118% 16.5% ANAASGMAV M L 95.0% 45.8 41.0 9.70 0 1 0 0 1 1,504.6156 2 15 true
4118 PREDICTED: actin-depolymerizing factor 2-like isoform 1 [Vitis vin gi|225449595 15,942.4 99.8% 2 2 2 2 0.118% 16.5% SIVFQIEEK R Q 95.0% 31.5 40.9 8.80 0 1 0 0 2 1,092.5936 29 37 true
6120 manganese superoxide dismutase [Vitis vinifera] gi|161778782,gi|225448693,gi|297736485 25,266.0 98.3% 1 1 1 1 0.0588% 6.58% LVVETTANQD K G 95.0% 74.2 40.8 13.2 0 1 0 0 2 1,627.8903 164 178 true
6120 PREDICTED: 26 5 kDa heat shock protein  mitochondrial [Vitis vin gi|225442975 26,297.9 100.0% 2 2 2 2 0.118% 8.58% DGVLTIIIPR K N 95.0% 45.4 41.0 3.16 0 1 0 0 2 1,096.6727 210 219 true
6120 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vin gi|225442975 26,297.9 100.0% 2 2 2 2 0.118% 8.58% TEVAVSEGDR K K 95.0% 61.6 40.7 6.50 0 1 0 0 2 1,062.5062 62 71 true
6120 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 99.8% 2 2 2 2 0.118% 19.8% GGSPYGAGT K Q 95.0% 57.9 40.7 8.83 0 1 0 0 2 1,472.6402 159 174 true
6120 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 21,527.8 99.8% 2 2 2 2 0.118% 19.8% SDVPVITPAE K F 95.0% 20.1 40.5 9.09 0 0 1 0 2 2,565.2874 57 80 true
6120 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 21,722.3 100.0% 5 5 6 6 0.353% 37.9% AFLDATGGLWK T 95.0% 86.8 41.2 14.0 0 1 0 0 2 1,206.6267 91 101 true
6120 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 21,722.3 100.0% 5 5 6 6 0.353% 37.9% GAASVEGVEAK L 95.0% 43.4 41.0 8.54 0 1 0 0 2 1,017.5211 26 36 true
6120 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 21,722.3 100.0% 5 5 6 6 0.353% 37.9% GGSPYGAGT K Q 95.0% 73.1 40.8 10.4 0 1 0 0 2 1,456.6453 160 175 true
6120 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 21,722.3 100.0% 5 5 6 6 0.353% 37.9% LWQVPETLPE K M 95.0% 74.6 40.9 11.6 0 1 1 0 2 1,737.9424 37 51 true
6120 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 21,722.3 100.0% 5 5 6 6 0.353% 37.9% SDTPIITPTDLA K F 95.0% 32.0 40.8 10.8 0 0 1 0 2 2,567.2668 58 81 true
6120 putative transcription factor [Vitis vinifera] gi|14582465,gi|296081194,gi|359493124,g 16,684.6 100.0% 1 1 1 1 0.0588% 14.1% HLEHLGELGV K H 95.0% 93 40.9 12.7 0 0 1 0 2 2,186.1354 72 92 true
3008 PREDICTED: superoxide dismutase [Cu-Zn], chloroplastic [Vitis vin gi|147789545,gi|225436450,gi|297734897 21,688.8 100.0% 5 5 7 7 0.412% 46.7% ALVVHELEDD R G 95.0% 65.6 40.9 15.7 0 1 1 0 2 1,437.7586 174 186 true
3008 PREDICTED: superoxide dismutase [Cu-Zn]  chloroplastic [Vitis vin gi|147789545 gi|225436450 gi|297734897 21,688.8 100.0% 5 5 7 7 0.412% 46.7% GGHELSLTTG K L 95.0% 101 40.6 14.2 0 1 0 0 2 1,426.7035 187 201 true
3008 PREDICTED: superoxide dismutase [Cu-Zn], chloroplastic [Vitis vin gi|147789545,gi|225436450,gi|297734897 21,688.8 100.0% 5 5 7 7 0.412% 46.7% GTSSVEGVVT K I 95.0% 116 40.6 13.7 0 1 1 0 2 2,420.1789 69 92 true
3008 PREDICTED: superoxide dismutase [Cu-Zn], chloroplastic [Vitis vin gi|147789545,gi|225436450,gi|297734897 21,688.8 100.0% 5 5 7 7 0.412% 46.7% HAGDLGNIVA R A 95.0% 79.9 39.5 44.9 0 0 1 0 2 3,539.8456 138 173 true
3008 PREDICTED: superoxide dismutase [Cu-Zn], chloroplastic [Vitis vin gi|147789545,gi|225436450,gi|297734897 21,688.8 100.0% 5 5 7 7 0.412% 46.7% LACGVVGLTP R - 95.0% 47.0 40.4 3.59 0 1 0 0 2 1,099.6182 202 212 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% AEETPVEEVA K E 95.0% 52.9 40.6 8.45 0 0 1 0 2 2,487.2139 24 47 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% ATAEVVSATP M T 95.0% 90.8 40.7 13.7 0 4 1 0 1 1,644.8327 2 17 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% ATAEVVSATP M A 95.0% 66.5 40.8 11.7 0 1 1 0 1 2,318.1610 2 23 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% EATEPAEEPA K E 95.0% 65.3 40.8 44.9 0 0 1 0 2 2,371.1303 125 147 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% EEGPAAEEEE K V 95.0% 45.4 40.8 8.51 0 1 0 0 2 1,713.7815 148 163 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% EVVEQVEVET K E 95.0% 79.4 40.9 12.8 0 2 0 0 2 1,288.6631 74 84 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% TDQAVVEEPA K T 95.0% 94.0 40.8 13.1 0 1 1 0 2 1,414.7061 90 102 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% TDQAVVEEPA K E 95.0% 46.7 38.9 11.7 0 0 1 0 2 3,882.8142 90 124 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% TEEVPEETPDQK E 95.0% 88.1 40.6 12.5 0 1 1 0 2 2,487.1259 103 124 true
0206 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifer gi|225447003 18,396.0 100.0% 10 10 14 18 1.06% 81.5% VKVETDEKAE K - 95.0% 44.4 40.9 8.00 0 1 0 0 2 1,147.5842 164 173 true
2220 PREDICTED: protein STRUBBELIG-RECEPTOR FAMILY 6-like isoform   gi|147853718,gi|225441953,gi|297742917 72,756.4 86.4% 1 1 1 1 0.0588% 1.49% VTEIELSGLR R L 95.0% 60.5 41 11.7 0 1 0 0 2 1,116.6260 54 63 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% DNLTLWTSDMR E 95.0% 74.0 40.7 12.5 0 2 1 0 2 2,168.9294 229 247 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% DSTLIMQLLR K D 95.0% 57.0 40.7 7.44 0 1 0 0 2 1,205.6561 219 228 true gi|359492889,gi|226295432,gi|359492927,gi|226295434
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% EAAESTLAAY K S 95.0% 58.7 40.4 4.51 0 1 0 0 2 1,153.5735 146 156 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% GNEDHVATIR R G 95.0% 43.0 40.3 10.2 0 1 0 0 2 1,111.5491 77 86 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% IESELSSICDGI K L 95.0% 73.9 41.2 14.4 0 1 1 0 2 1,591.7998 92 105 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% IISSIEQK R E 95.0% 53.0 41.0 7.20 0 1 0 0 2 917.5303 65 72 true gi|359492889,gi|226295434
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% KEAAESTLAA R S 95.0% 80.5 40.7 12.7 0 1 1 0 2 1,281.6685 145 156 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% LAEQAER K Y 95.0% 49.6 41.0 4.38 0 1 0 0 2 816.4210 16 22 true gi|359492889,gi|226295432,gi|359492927,gi|226295434
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% LGLALNFSVF R A 95.0% 40.4 41.9 9.24 0 0 1 0 2 2,331.2020 174 193 true gi|359492889,gi|226295434
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% LIPSATSGDSK R V 95.0% 55.4 40.8 10.4 0 1 0 0 2 1,075.5631 111 121 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% SAQDIATVELAK L 95.0% 69.7 40.8 9.26 0 1 1 0 2 1,818.9710 157 173 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% SKIESELSSICD R L 95.0% 34.8 42.0 12.9 0 0 1 0 2 1,806.9268 90 105 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% VTAEAEELTV K N 95.0% 93.9 40.9 12.7 0 1 1 0 2 1,475.7224 33 45 true
2220 PREDICTED: 14-3-3-like protein [Vitis vinifera] gi|225468983 28,764.4 100.0% 14 14 19 22 1.29% 60.0% YEEMVQFME R V 95.0% 67.8 41.0 8.24 0 3 0 0 2 1,333.5803 23 32 true
2220 14-3-3 protein [Vitis vinifera] gi|226295434,gi|359492889 29,327.1 99.8% 2 6 2 2 0.118% 27.3% DSTLIMQLLR K D 95.0% 57.0 40.7 7.44 0 1 0 0 2 1,205.6561 222 231 false gi|225468983,gi|226295432,gi|359492927
2220 14-3-3 protein [Vitis vinifera] gi|226295434,gi|359492889 29,327.1 99.8% 2 6 2 2 0.118% 27.3% EAAESTLTAYK K S 95.0% 51.3 45.1 1.96 0 1 0 0 2 1,183.5841 149 159 true
2220 14-3-3 protein [Vitis vinifera] gi|226295434,gi|359492889 29,327.1 99.8% 2 6 2 2 0.118% 27.3% IISSIEQK R E 95.0% 53.0 41.0 7.20 0 1 0 0 2 917.5303 68 75 false gi|225468983
2220 14-3-3 protein [Vitis vinifera] gi|226295434,gi|359492889 29,327.1 99.8% 2 6 2 2 0.118% 27.3% LAEQAER K Y 95.0% 49.6 41.0 4.38 0 1 0 0 2 816.4210 17 23 false gi|225468983,gi|226295432,gi|359492927
2220 14-3-3 protein [Vitis vinifera] gi|226295434,gi|359492889 29,327.1 99.8% 2 6 2 2 0.118% 27.3% LGLALNFSVF R A 95.0% 40.4 41.9 9.24 0 0 1 0 2 2,331.2020 177 196 false gi|225468983
2220 14-3-3 protein [Vitis vinifera] gi|226295434,gi|359492889 29,327.1 99.8% 2 6 2 2 0.118% 27.3% VSAAVDSEEL K N 95.0% 86.0 40.9 11.7 0 1 0 0 2 1,633.7915 34 48 true
2220 14-3-3 protein [Vitis vinifera] gi|226295432,gi|359492927 28,632.5 86.4% 1 3 1 4 0.235% 10.7% DSTLIMQLLR K D 95.0% 57.0 40.7 7.44 0 1 0 0 2 1,205.6561 226 235 false gi|225468983,gi|359492889,gi|226295434
2220 14-3-3 protein [Vitis vinifera] gi|226295432,gi|359492927 28,632.5 86.4% 1 3 1 4 0.235% 10.7% LAEQAER K Y 95.0% 49.6 41.0 4.38 0 1 0 0 2 816.4210 20 26 false gi|225468983,gi|359492889,gi|226295434
2220 14-3-3 protein [Vitis vinifera] gi|226295432,gi|359492927 28,632.5 86.4% 1 3 1 4 0.235% 10.7% YEEMVKFME R L 95.0% 47.7 40.8 8.76 0 4 0 0 2 1,365.6066 27 36 true
4112 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 30,418.3 100.0% 3 3 3 3 0.176% 14.1% AFLDATGALWK T 95.0% 66.0 41.1 13.0 0 1 0 0 2 1,220.6423 165 175 true
4112 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 30,418.3 100.0% 3 3 3 3 0.176% 14.1% GGSPYGAGT K Q 95.0% 69.8 40.7 9.85 0 1 0 0 2 1,472.6402 234 249 true
4112 PREDICTED: flavoprotein wrbA-like [Vitis vinifera] gi|297735891,gi|359496238 30,418.3 100.0% 3 3 3 3 0.176% 14.1% KGAESVEGVE K L 95.0% 44.8 40.8 2.14 0 1 0 0 2 1,231.6529 99 110 true
4112 PREDICTED: miraculin [Vitis vinifera] gi|147828196,gi|225462630,gi|290578583 22,423.0 100.0% 3 3 3 3 0.176% 17.2% FVTTGGVEGNR E 95.0% 73.1 41.0 9.25 0 1 0 0 2 1,290.6438 131 143 true
4112 PREDICTED: miraculin [Vitis vinifera] gi|147828196 gi|225462630 gi|290578583 22,423.0 100.0% 3 3 3 3 0.176% 17.2% LEYDESSGQR K F 95.0% 43.0 40.1 1.59 0 1 0 0 2 1,183.5226 121 130 true
4112 PREDICTED: miraculin [Vitis vinifera] gi|147828196,gi|225462630,gi|290578583 22,423.0 100.0% 3 3 3 3 0.176% 17.2% SGVDYYILPVF R G 95.0% 56.5 40.6 9.30 0 1 0 0 2 1,428.7522 41 52 true
4112 PREDICTED: endo-1,3;1,4-beta-D-glucanase [Vitis vinifera] gi|225436938,gi|296086706 26,077.6 92.1% 1 1 1 1 0.0588% 5.02% APIAVLGAEID K A 95.0% 46.9 40.8 8.52 0 1 0 0 2 1,196.6887 163 174 true
4112 PREDICTED: proteasome subunit beta type-6 [Vitis vinifera] gi|225445670 24,979.3 100.0% 3 3 3 3 0.176% 14.2% ITQLTDNVYLC K S 95.0% 72.1 40.8 10.4 0 1 0 0 2 1,495.7575 45 56 true gi|225429850,gi|296081796
4112 PREDICTED: proteasome subunit beta type-6 [Vitis vinifera] gi|225445670 24,979.3 100.0% 3 3 3 3 0.176% 14.2% TSTGVYVANR R A 95.0% 64.0 40.1 5.23 0 1 0 0 2 1,067.5479 31 40 true
4112 PREDICTED: proteasome subunit beta type-6 [Vitis vinifera] gi|225445670 24,979.3 100.0% 3 3 3 3 0.176% 14.2% TVTINSEGVT R N 95.0% 43.8 41.1 5.28 0 1 0 0 2 1,148.6158 187 197 true
4112 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 25,264.1 100.0% 7 7 10 13 0.764% 40.7% ANYAPSHWV K W 95.0% 36.6 41.0 10.0 0 1 1 0 2 1,781.8830 151 166 true
4112 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 25,264.1 100.0% 7 7 10 13 0.764% 40.7% FLDYCNSLR R N 95.0% 61.6 40.7 12.1 0 1 0 0 2 1,187.5514 177 185 true
4112 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 25,264.1 100.0% 7 7 10 13 0.764% 40.7% FTNEIGIPYSR R Q 95.0% 52.5 40.8 5.09 0 1 0 0 2 1,296.6583 41 51 true
4112 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 25,264.1 100.0% 7 7 10 13 0.764% 40.7% QTLVSATDFIWR K 95.0% 57.7 40.5 10.7 0 1 1 0 2 2,566.2574 52 73 true
4112 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 25,264.1 100.0% 7 7 10 13 0.764% 40.7% SGYSADFFVE R T 95.0% 116 41.0 15.6 0 4 1 0 2 1,532.7632 198 211 true
4112 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 25,264.1 100.0% 7 7 10 13 0.764% 40.7% TVDQLWTDY K A 95.0% 66.8 40.9 12.4 0 1 0 0 2 1,268.6159 212 221 true
4112 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 25,264.1 100.0% 7 7 10 13 0.764% 40.7% WDQGYDVTA R F 95.0% 78.3 40.6 10.2 0 1 0 0 2 1,210.5488 167 176 true
4112 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 7 7 7 8 0.470% 42.8% DEIFSLFEGAL K Q 95.0% 99.2 45.0 16.3 0 2 0 0 2 1,996.0024 74 91 true
4112 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 7 7 7 8 0.470% 42.8% ITAEALMNR K F 95.0% 52.2 41.0 7.52 0 1 0 0 2 1,034.5300 28 36 true
4112 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 7 7 7 8 0.470% 42.8% ITAVPAPDEE K V 95.0% 47.7 40.8 11.6 0 1 0 0 2 1,844.9431 209 225 true
4112 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 7 7 7 8 0.470% 42.8% SANEVVLVIEAK A 95.0% 66.1 41.0 8.47 0 1 0 0 2 1,434.7838 99 111 true
4112 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 7 7 7 8 0.470% 42.8% SLASFPQGCF K S 95.0% 42.4 40.8 8.58 0 1 0 0 2 2,074.0063 182 200 true
4112 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 7 7 7 8 0.470% 42.8% STSTLFVASDQK V 95.0% 57.0 41.2 8.11 0 1 0 0 2 1,487.7377 140 153 true
4112 PREDICTED: stem-specific protein TSJT1 [Vitis vinifera] gi|225432548 25,235.9 100.0% 7 7 7 8 0.470% 42.8% VEGPAVFAAT K - 95.0% 49.8 46.2 8.54 0 1 0 0 2 1,089.5939 226 236 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% AQGTDLLGK K T 95.0% 41.9 41.0 3.46 0 1 0 0 2 902.4944 79 87 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% EIEFETVPVDI K G 95.0% 30.2 40.9 44.9 0 1 1 0 2 1,531.8256 24 36 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% KVLELYPAPIL K - 95.0% 61.4 40.9 13.9 0 1 0 0 2 1,384.8088 205 216 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% LQPFGVVPVI K A 95.0% 84.3 40.7 13.2 0 2 2 0 2 2,396.2135 47 67 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% MYLIK K E 95.0% 38.5 37.5 0.0284 0 1 0 0 2 683.3798 181 185 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% RVLICLVEK K E 95.0% 40.8 40.5 6.48 0 1 0 0 2 1,129.6763 15 23 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% VLDIYEER K L 95.0% 53.7 41.0 8.95 0 2 0 0 2 1,036.5310 142 149 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% VLELYPAPILE K - 95.0% 61.0 40.8 11.6 0 2 0 0 2 1,256.7138 206 216 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% VLICLVEK R E 95.0% 40.9 40.8 7.00 0 1 0 0 2 973.5752 16 23 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% VYGPAFASPK K R 95.0% 71.2 41.0 12.3 0 1 0 0 2 1,036.5462 5 14 true
4112 glutathione S-transferase 5 [Vitis vinifera] gi|158323772 24,852.4 100.0% 11 11 13 17 0.999% 52.3% YLAGDFFSLA K M 95.0% 57.5 40.3 12.9 0 0 1 0 2 2,848.4017 155 180 true
4112 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 21,722.3 100.0% 2 2 2 2 0.118% 13.3% GAASVEGVEAK L 95.0% 51.9 41.0 9.63 0 1 0 0 2 1,017.5211 26 36 true
4112 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 21,722.3 100.0% 2 2 2 2 0.118% 13.3% GGSPYGAGT K Q 95.0% 48.0 40.8 6.71 0 1 0 0 2 1,456.6453 160 175 true
4112 PREDICTED: proteasome subunit beta type-6 [Vitis vinifera] gi|225429850,gi|296081796 24,897.5 92.1% 1 2 1 1 0.0588% 11.7% ITQLTDNVYIC K S 95.0% 72.1 40.8 10.4 0 1 0 0 2 1,495.7575 44 55 false gi|225445670
4112 PREDICTED: proteasome subunit beta type-6 [Vitis vinifera] gi|225429850,gi|296081796 24,897.5 92.1% 1 2 1 1 0.0588% 11.7% SGSAADSQIV R Y 95.0% 92.2 41.5 13.7 0 1 0 0 2 1,554.7394 56 70 true
4112 PREDICTED: probable glutathione S-transferase [Vitis vinifera] gi|225456069,gi|225456073 25,830.9 99.8% 1 1 1 1 0.0588% 6.22% AMESALESFA K A 95.0% 64.2 41.2 8.93 0 1 0 0 2 1,572.7614 123 136 true
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% DVEEDIVPTC R E 95.0% 57.4 40.8 9.66 0 2 0 0 2 1,332.6102 180 190 false gi|296089612,gi|225433670
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% ELGIGIVAYSP R G 95.0% 77.6 40.8 9.84 0 1 0 0 2 1,444.8160 191 204 false gi|225433676,gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614,gi|296089615
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% FGVIYDDR K V 95.0% 40.9 39.6 6.24 0 1 0 0 2 984.4786 81 88 false gi|296089612,gi|225433670
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% GCTPSQLALA K I 95.0% 48.3 40.3 9.94 0 0 1 0 2 2,945.4038 252 278 false gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% LEVDCIDLYYQ R I 95.0% 34.2 40.6 9.54 0 0 1 0 2 1,723.8110 110 122 false gi|225433676,gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614,gi|296089615
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% LTPEEMAELE K G 95.0% 37.3 40.9 11.3 0 2 2 0 2 2,048.0106 293 311 false gi|296089612,gi|225433670
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% MVENLSDND K K 95.0% 48.2 40.9 12.5 0 3 1 0 2 1,279.5583 213 223 false gi|296089612,gi|225433670
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% NSDTPPLASWK - 95.0% 54.7 40.6 2.43 0 1 0 0 2 1,215.6005 324 334 false gi|296089612,gi|225433670
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% RLEVDCIDLYY K I 95.0% 57.7 40.9 15.1 0 0 1 0 2 1,879.9121 109 122 false gi|225433676,gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614,gi|296089615
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% VPIEVTVGELK R K 95.0% 72.1 40.1 13.0 0 1 0 0 2 1,183.6934 127 137 false gi|296089612,gi|225433670
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% VPIEVTVGELK R L 95.0% 28.0 40.8 11.3 0 1 1 0 2 1,311.7884 127 138 false gi|296089612,gi|225433670
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% VSEIATR R K 95.0% 50.5 41.3 4.69 0 1 0 0 2 775.4308 244 250 false gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% YIGLSEASAST K R 95.0% 96.1 40.8 12.4 0 2 0 0 2 1,367.7165 147 159 false gi|225433676,gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614,gi|296089615
7325 hypothetical protein VITISV_015428 [Vitis vinifera] gi|147790725 37,034.6 81.0% 1 14 1 1 0.0588% 46.6% YQTTTFTWK R N 95.0% 44.2 40.7 1.74 0 1 0 0 2 1,175.5732 315 323 true
7325 PREDICTED: glyceraldehyde-3-phosphate dehydrogenase  cytosol   gi|297733609,gi|359491599 37,426.2 100.0% 7 7 8 9 0.529% 29.2% AGIALNEK K F 95.0% 42.2 40.6 10.1 0 1 0 0 2 815.4622 307 314 true
7325 PREDICTED: glyceraldehyde-3-phosphate dehydrogenase, cytosol   gi|297733609,gi|359491599 37,426.2 100.0% 7 7 8 9 0.529% 29.2% DAPMFVVGV K E 95.0% 71.8 41.0 12.0 0 2 0 0 2 1,321.6458 135 146 true
7325 PREDICTED: glyceraldehyde-3-phosphate dehydrogenase  cytosol   gi|297733609,gi|359491599 37,426.2 100.0% 7 7 8 9 0.529% 29.2% DSNTLLFGEK K N 95.0% 41.5 40.8 7.28 0 0 1 0 2 1,993.0755 71 88 true
7325 PREDICTED: glyceraldehyde-3-phosphate dehydrogenase  cytosol   gi|297733609,gi|359491599 37,426.2 100.0% 7 7 8 9 0.529% 29.2% FGIVEGLMTT R T 95.0% 63.1 41.0 11.1 0 0 1 0 2 2,033.0738 176 194 true
7325 PREDICTED: glyceraldehyde-3-phosphate dehydrogenase, cytosol   gi|297733609,gi|359491599 37,426.2 100.0% 7 7 8 9 0.529% 29.2% GILGYTEDDV K S 95.0% 91.5 40.9 14.6 0 1 0 0 2 2,186.0251 280 299 true
7325 PREDICTED: glyceraldehyde-3-phosphate dehydrogenase, cytosol   gi|297733609,gi|359491599 37,426.2 100.0% 7 7 8 9 0.529% 29.2% VPTVDVSVVDR L 95.0% 105 40.7 12.8 0 1 1 0 2 1,498.8476 243 256 true
7325 PREDICTED: glyceraldehyde-3-phosphate dehydrogenase  cytosol   gi|297733609,gi|359491599 37,426.2 100.0% 7 7 8 9 0.529% 29.2% YDSVHGQWK K H 95.0% 51.6 40.9 11.2 0 1 0 0 2 1,119.5218 55 63 true
7325 PREDICTED: uncharacterized protein LOC100267814 isoform 1 [V  gi|225459635,gi|359492398 75,071.9 100.0% 2 2 2 2 0.118% 3.97% GVVYTSAGPT K V 95.0% 77.6 40.9 10.5 0 1 0 0 2 1,715.8487 427 443 true
7325 PREDICTED: uncharacterized protein LOC100267814 isoform 1 [V  gi|225459635,gi|359492398 75,071.9 100.0% 2 2 2 2 0.118% 3.97% SPLPEISLFR K F 95.0% 47.8 40.8 9.07 0 1 0 0 2 1,158.6518 366 375 true
7325 RecName: Full=Peroxidase 4; Flags: Precursor gi|223635590 34,042.8 100.0% 2 2 2 3 0.176% 7.48% FQAQGLSTR K D 94.6% 41.1 40.6 1.18 0 1 0 0 2 1,007.5269 177 185 true
7325 RecName: Full=Peroxidase 4; Flags: Precursor gi|223635590 34,042.8 100.0% 2 2 2 3 0.176% 7.48% MGDITPLTGS K K 95.0% 46.5 41.1 10.5 0 2 0 0 2 1,575.7686 300 314 true
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674 gi|296089614 gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% DVEEEIVPTCR R E 95.0% 50.5 40.9 7.95 0 1 0 0 2 1,346.6258 186 196 true
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674 gi|296089614 gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% ELGIGIVAYSP R G 95.0% 77.6 40.8 9.84 0 1 0 0 2 1,444.8160 197 210 false gi|225433676,gi|296089612,gi|225433670,gi|147790725,gi|296089615
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674,gi|296089614,gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% GCTPSQLALA K I 95.0% 48.3 40.3 9.94 0 0 1 0 2 2,945.4038 258 284 false gi|296089612,gi|225433670,gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674 gi|296089614 gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% LEVDCIDLYYQ R I 95.0% 34.2 40.6 9.54 0 0 1 0 2 1,723.8110 116 128 false gi|225433676,gi|296089612,gi|225433670,gi|147790725,gi|296089615
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674 gi|296089614 gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% LIENLSNNDFR K K 95.0% 58.3 40.8 5.48 0 1 0 0 2 1,334.6699 219 229 true
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674,gi|296089614,gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% QNIGALSVK K L 95.0% 47.4 40.6 2.57 0 1 0 0 2 929.5415 290 298 true
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674,gi|296089614,gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% RLEVDCIDLYY K I 95.0% 57.7 40.9 15.1 0 0 1 0 2 1,879.9121 115 128 false gi|225433676,gi|296089612,gi|225433670,gi|147790725,gi|296089615
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674 gi|296089614 gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% VSEIATR R K 95.0% 50.5 41.3 4.69 0 1 0 0 2 775.4308 250 256 false gi|296089612,gi|225433670,gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433674,gi|296089614,gi|359477985 37,525.0 100.0% 3 9 3 3 0.176% 31.1% YIGLSEASAST K R 95.0% 96.1 40.8 12.4 0 2 0 0 2 1,367.7165 153 165 false gi|225433676,gi|296089612,gi|225433670,gi|147790725,gi|296089615
7325 PREDICTED: succinyl-CoA ligase [ADP-forming] subunit alpha-1, m   gi|225457502,gi|296087991 34,865.5 100.0% 3 3 3 3 0.176% 14.9% EAGVTVVESP R M 95.0% 53.0 40.6 7.14 0 1 0 0 2 1,186.6314 308 319 true
7325 PREDICTED: succinyl-CoA ligase [ADP-forming] subunit alpha-1  m   gi|225457502,gi|296087991 34,865.5 100.0% 3 3 3 3 0.176% 14.9% FLVDPQTEGIVK E 95.0% 60.4 40.4 44.9 0 0 1 0 2 3,026.5938 234 262 true
7325 PREDICTED: succinyl-CoA ligase [ADP-forming] subunit alpha-1, m   gi|225457502,gi|296087991 34,865.5 100.0% 3 3 3 3 0.176% 14.9% VICQGITGK R N 95.0% 48.8 40.9 4.01 0 1 0 0 2 975.5294 49 57 true gi|225465670
7325 PREDICTED: quinone oxidoreductase 1 [Vitis vinifera] gi|297743575,gi|359482805 35,191.2 100.0% 4 4 5 5 0.294% 16.9% DELLEAAGEV R V 95.0% 111 40.9 14.0 0 1 1 0 2 2,060.0659 273 292 true
7325 PREDICTED: quinone oxidoreductase 1 [Vitis vinifera] gi|297743575,gi|359482805 35,191.2 100.0% 4 4 5 5 0.294% 16.9% DTFEGSLACL K A 95.0% 48.9 40.9 8.81 0 1 0 0 2 1,268.5941 220 230 true
7325 PREDICTED: quinone oxidoreductase 1 [Vitis vinifera] gi|297743575,gi|359482805 35,191.2 100.0% 4 4 5 5 0.294% 16.9% NQAIGVNFID K K 95.0% 73.4 41.0 12.7 0 1 0 0 2 1,655.8540 35 48 true
7325 PREDICTED: quinone oxidoreductase 1 [Vitis vinifera] gi|297743575,gi|359482805 35,191.2 100.0% 4 4 5 5 0.294% 16.9% VHELGGPEVL R W 95.0% 31.6 40.7 10.2 0 0 1 0 2 1,177.6577 7 17 true
7325 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 35,486.4 100.0% 2 2 2 2 0.118% 6.33% LDLTAQELSEE K E 95.0% 57.3 45.7 11.0 0 1 0 0 2 1,375.6953 313 324 true
7325 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 35,486.4 100.0% 2 2 2 2 0.118% 6.33% LNVQVSDVK R N 95.0% 65.6 45.8 7.87 0 1 0 0 2 1,001.5626 172 180 true
7325 PREDICTED: acyl-[acyl-carrier-protein] desaturase  chloroplastic-li   gi|359478198 45,351.9 99.8% 1 1 1 1 0.0588% 3.03% DYADILEFLVG K W 95.0% 91 40.7 16.8 0 1 0 0 2 1,410.7265 329 340 true
7325 PREDICTED: anthocyanidin reductase [Vitis vinifera] gi|359496568 36,707.9 100.0% 4 4 5 5 0.294% 17.8% GMQMLSGSVK A 95.0% 42.1 40.8 11.0 0 0 1 0 2 2,107.9570 230 248 true
7325 PREDICTED: anthocyanidin reductase [Vitis vinifera] gi|359496568 36,707.9 100.0% 4 4 5 5 0.294% 17.8% VPTDFGDFPS K S 95.0% 47.4 45.4 4.31 0 1 0 0 2 1,209.5788 288 298 true
7325 PREDICTED: anthocyanidin reductase [Vitis vinifera] gi|359496568 36,707.9 100.0% 4 4 5 5 0.294% 17.8% YGIEEIYDESV K A 95.0% 78.2 40.7 12.8 0 1 1 0 2 1,883.8586 317 331 true
7325 PREDICTED: anthocyanidin reductase [Vitis vinifera] gi|359496568 36,707.9 100.0% 4 4 5 5 0.294% 17.8% YICCAANTSV R F 95.0% 48.7 40.8 10.2 0 1 0 0 2 1,696.8034 263 277 true
7325 PREDICTED: auxin-induced protein PCNT115 [Vitis vinifera] gi|225433676,gi|296089615 37,458.3 100.0% 2 6 2 2 0.118% 18.5% DAEEDIIPTCR R E 95.0% 47.6 40.9 5.51 0 1 0 0 2 1,318.5946 186 196 true
7325 PREDICTED: auxin-induced protein PCNT115 [Vitis vinifera] gi|225433676,gi|296089615 37,458.3 100.0% 2 6 2 2 0.118% 18.5% ELGIGIVAYSP R G 95.0% 77.6 40.8 9.84 0 1 0 0 2 1,444.8160 197 210 false gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614,gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 [Vitis vinifera] gi|225433676,gi|296089615 37,458.3 100.0% 2 6 2 2 0.118% 18.5% LEVDCIDLYYQ R I 95.0% 34.2 40.6 9.54 0 0 1 0 2 1,723.8110 116 128 false gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614,gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 [Vitis vinifera] gi|225433676,gi|296089615 37,458.3 100.0% 2 6 2 2 0.118% 18.5% RLEVDCIDLYY K I 95.0% 57.7 40.9 15.1 0 0 1 0 2 1,879.9121 115 128 false gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614,gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 [Vitis vinifera] gi|225433676,gi|296089615 37,458.3 100.0% 2 6 2 2 0.118% 18.5% VAENLSNDDY K K 95.0% 66.0 41.1 9.64 0 1 0 0 2 1,295.5862 219 229 true
7325 PREDICTED: auxin-induced protein PCNT115 [Vitis vinifera] gi|225433676,gi|296089615 37,458.3 100.0% 2 6 2 2 0.118% 18.5% YIGLSEASAST K R 95.0% 96.1 40.8 12.4 0 2 0 0 2 1,367.7165 153 165 false gi|359477985,gi|225433674,gi|296089612,gi|225433670,gi|296089614,gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% DVEEDIVPTC R E 95.0% 57.4 40.8 9.66 0 2 0 0 2 1,332.6102 186 196 true gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% ELGIGIVAYSP R G 95.0% 77.6 40.8 9.84 0 1 0 0 2 1,444.8160 197 210 true gi|225433676,gi|359477985,gi|225433674,gi|296089614,gi|147790725,gi|296089615
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% FGVIYDDR K V 95.0% 40.9 39.6 6.24 0 1 0 0 2 984.4786 87 94 true gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% GCTPSQLALA K I 95.0% 48.3 40.3 9.94 0 0 1 0 2 2,945.4038 258 284 true gi|359477985,gi|225433674,gi|296089614,gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% IENLNQNIGA K L 95.0% 81.6 40.8 13.9 0 2 2 0 2 1,512.8381 285 298 true
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% LEVDCIDLYYQ R I 95.0% 34.2 40.6 9.54 0 0 1 0 2 1,723.8110 116 128 true gi|225433676,gi|359477985,gi|225433674,gi|296089614,gi|147790725,gi|296089615
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% LTPEEMAELE K G 95.0% 37.3 40.9 11.3 0 2 2 0 2 2,048.0106 299 317 true gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% MVENLSDND K K 95.0% 48.2 40.9 12.5 0 3 1 0 2 1,279.5583 219 229 true gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% NSDTPPLASWK - 95.0% 54.7 40.6 2.43 0 1 0 0 2 1,215.6005 330 340 true gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% RLEVDCIDLYY K I 95.0% 57.7 40.9 15.1 0 0 1 0 2 1,879.9121 115 128 true gi|225433676,gi|359477985,gi|225433674,gi|296089614,gi|147790725,gi|296089615
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% VPIEVTVGELK R K 95.0% 72.1 40.1 13.0 0 1 0 0 2 1,183.6934 133 143 true gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% VPIEVTVGELK R L 95.0% 28.0 40.8 11.3 0 1 1 0 2 1,311.7884 133 144 true gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% VSEIATR R K 95.0% 50.5 41.3 4.69 0 1 0 0 2 775.4308 250 256 true gi|359477985,gi|225433674,gi|296089614,gi|147790725
7325 PREDICTED: auxin-induced protein PCNT115 isoform 1 [Vitis vinif gi|225433670,gi|296089612 37,695.6 100.0% 14 14 18 26 1.53% 47.2% YIGLSEASAST K R 95.0% 96.1 40.8 12.4 0 2 0 0 2 1,367.7165 153 165 true gi|225433676,gi|359477985,gi|225433674,gi|296089614,gi|147790725,gi|296089615
7325 PREDICTED: malate dehydrogenase  mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 6 6 6 7 0.412% 23.9% ALEGSDVVIIP K K 95.0% 41.0 41.1 8.89 0 1 0 0 2 1,592.9008 102 117 true
7325 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 6 6 6 7 0.412% 23.9% DDLFNINAGIVR S 95.0% 65.1 40.9 12.7 0 1 0 0 2 1,318.7003 124 135 true gi|225443845,gi|7798706
7325 PREDICTED: malate dehydrogenase  mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 6 6 6 7 0.412% 23.9% LFGVTTLDVV K A 95.0% 76.3 41.0 11.8 0 1 0 0 2 1,219.7046 179 189 true gi|225443845,gi|7798706
7325 PREDICTED: malate dehydrogenase  mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 6 6 6 7 0.412% 23.9% SNNLSDEDIQ K R 95.0% 76.0 41.0 10.7 0 1 0 0 2 1,547.7549 229 242 true
7325 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 6 6 6 7 0.412% 23.9% TQDGGTEVV R A 95.0% 83.3 41.0 6.07 0 2 0 0 2 1,233.5959 244 255 true gi|225443845,gi|7798706
7325 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 36,769.9 100.0% 6 6 6 7 0.412% 23.9% VTILGAAGGIGK I 95.0% 45.6 41.9 13.4 0 0 1 0 2 1,839.0777 40 58 true
7325 malate dehydrogenase [Vitis vinifera] gi|225443845,gi|7798706 36,856.9 99.8% 2 5 2 2 0.118% 23.6% DDLFNINAGIVR S 95.0% 65.1 40.9 12.7 0 1 0 0 2 1,318.7003 124 135 false gi|302142920,gi|225461618
7325 malate dehydrogenase [Vitis vinifera] gi|225443845,gi|7798706 36,856.9 99.8% 2 5 2 2 0.118% 23.6% LFGVTTLDVV K A 95.0% 76.3 41.0 11.8 0 1 0 0 2 1,219.7046 179 189 false gi|302142920,gi|225461618
7325 malate dehydrogenase [Vitis vinifera] gi|225443845,gi|7798706 36,856.9 99.8% 2 5 2 2 0.118% 23.6% TQDGGTEVV R A 95.0% 83.3 41.0 6.07 0 2 0 0 2 1,233.5959 244 255 false gi|302142920,gi|225461618
7325 malate dehydrogenase [Vitis vinifera] gi|225443845,gi|7798706 36,856.9 99.8% 2 5 2 2 0.118% 23.6% VAVLGAAGG K L 95.0% 63.1 42.1 13.5 0 0 1 0 2 1,779.0564 40 58 true
7325 malate dehydrogenase [Vitis vinifera] gi|225443845,gi|7798706 36,856.9 99.8% 2 5 2 2 0.118% 23.6% VPVAEANVP K S 95.0% 35.7 40.2 12.2 0 0 1 0 2 2,882.6141 200 228 true
7325 PREDICTED: probable fructose-bisphosphate aldolase 3, chloropla   gi|225424114 42,876.3 100.0% 5 5 6 6 0.353% 17.8% EAAWGLAR K Y 95.0% 52.6 41.3 6.88 0 1 0 0 2 873.4577 198 205 true
7325 PREDICTED: probable fructose-bisphosphate aldolase 3  chloropla   gi|225424114 42,876.3 100.0% 5 5 6 6 0.353% 17.8% GILAIDESNAT R R 95.0% 94.4 40.8 12.5 0 1 0 0 2 1,448.7052 63 76 true
7325 PREDICTED: probable fructose-bisphosphate aldolase 3, chloropla   gi|225424114 42,876.3 100.0% 5 5 6 6 0.353% 17.8% GLVPLPGSNN K S 95.0% 36.4 40.7 8.60 0 0 1 0 2 2,427.1724 145 167 true
7325 PREDICTED: probable fructose-bisphosphate aldolase 3  chloropla   gi|225424114 42,876.3 100.0% 5 5 6 6 0.353% 17.8% TWQGHPENV K S 95.0% 39.5 40.9 11.3 0 1 1 0 2 1,594.7609 343 356 true
7325 PREDICTED: probable fructose-bisphosphate aldolase 3  chloropla   gi|225424114 42,876.3 100.0% 5 5 6 6 0.353% 17.8% YSAEGESEEA K K 95.0% 46.7 40.5 4.53 0 1 0 0 2 1,199.5062 373 383 true
7325 PREDICTED: fructose-bisphosphate aldolase cytoplasmic isozyme  gi|225440976 38,612.8 100.0% 7 7 10 10 0.588% 24.9% ANSEATLGTY K G 95.0% 54.3 40.3 4.30 0 1 0 0 2 1,154.5688 328 338 true
7325 PREDICTED: fructose-bisphosphate aldolase cytoplasmic isozyme  gi|225440976 38,612.8 100.0% 7 7 10 10 0.588% 24.9% GTVVLTGTDG K C 95.0% 91.3 40.9 12.6 0 1 1 0 2 2,277.1210 107 129 true
7325 PREDICTED: fructose-bisphosphate aldolase cytoplasmic isozyme  gi|225440976 38,612.8 100.0% 7 7 10 10 0.588% 24.9% KVSPEVVAEY K T 95.0% 41.6 41.0 3.10 0 1 0 0 2 1,476.8056 237 249 true
7325 PREDICTED: fructose-bisphosphate aldolase cytoplasmic isozyme  gi|225440976 38,612.8 100.0% 7 7 10 10 0.588% 24.9% LASINVENVE R R 95.0% 79.6 40.8 8.38 0 1 0 0 2 1,414.7284 40 52 true
7325 PREDICTED: fructose-bisphosphate aldolase cytoplasmic isozyme  gi|225440976 38,612.8 100.0% 7 7 10 10 0.588% 24.9% LGEGAAESLH K D 95.0% 68.4 40.6 9.91 0 1 1 0 2 1,210.6427 343 354 true
7325 PREDICTED: fructose-bisphosphate aldolase cytoplasmic isozyme  gi|225440976 38,612.8 100.0% 7 7 10 10 0.588% 24.9% VSPEVVAEYT K T 95.0% 67.8 41.0 11.4 0 1 0 0 2 1,348.7106 238 249 true
7325 PREDICTED: fructose-bisphosphate aldolase cytoplasmic isozyme  gi|225440976 38,612.8 100.0% 7 7 10 10 0.588% 24.9% YHDELIANAA K G 95.0% 38.6 40.9 44.9 0 1 1 0 2 1,832.9179 8 24 true
7325 PREDICTED: thioredoxin reductase 2-like [Vitis vinifera] gi|225431669 39,525.7 100.0% 4 4 4 5 0.294% 15.5% GISACAVCDG R D 95.0% 42.9 40.7 8.39 0 1 0 0 2 1,664.7885 184 199 true
7325 PREDICTED: thioredoxin reductase 2-like [Vitis vinifera] gi|225431669 39,525.7 100.0% 4 4 4 5 0.294% 15.5% GVFAAGDVQ R K 95.0% 66.7 40.9 12.6 0 2 0 0 2 1,106.5478 330 340 true
7325 PREDICTED: thioredoxin reductase 2-like [Vitis vinifera] gi|225431669 39,525.7 100.0% 4 4 4 5 0.294% 15.5% LDSDGYVVTE K T 95.0% 60.6 40.9 10.3 0 1 0 0 2 1,581.7645 311 325 true
7325 PREDICTED: thioredoxin reductase 2-like [Vitis vinifera] gi|225431669 39,525.7 100.0% 4 4 4 5 0.294% 15.5% TVLADAVIVA K R 95.0% 72.9 40.7 12.1 0 1 0 0 2 1,498.8840 151 166 true
7325 PREDICTED: uncharacterized protein LOC100258620 [Vitis vinifer gi|225424904,gi|296086430 46,465.2 100.0% 2 2 2 3 0.176% 6.94% IFISELLVDQM R K 95.0% 43.7 40.8 11.0 0 0 2 0 2 2,299.2369 224 243 true
7325 PREDICTED: uncharacterized protein LOC100258620 [Vitis vinifer gi|225424904,gi|296086430 46,465.2 100.0% 2 2 2 3 0.176% 6.94% LNSEGGVLK K V 94.9% 41.8 41.0 0 0 1 0 0 2 916.5099 326 334 true
7325 PREDICTED: LOW QUALITY PROTEIN: cysteine synthase  chloropla   gi|147809366 gi|225454278 gi|296088640 40,480.9 81.0% 1 1 1 1 0.0588% 3.23% VTEGCGAYVA K Q 95.0% 60.9 44.5 10.7 0 1 0 0 2 1,253.6195 71 82 true
7325 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|163914213 gi|225431844 gi|334089964 17,110.4 81.0% 1 1 1 1 0.0588% 9.49% CVEVIQGDGG K K 95.0% 72.4 44.4 10.6 0 1 0 0 2 1,529.7632 41 55 true
7325 PREDICTED: UPF0160 protein MYG1, mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% AMNLSGSEF R F 95.0% 97.6 41.1 12.1 0 2 0 0 2 1,552.7424 190 203 true
7325 PREDICTED: UPF0160 protein MYG1, mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% ELQLDQGHPDK L 95.0% 54.5 45.9 7.10 0 1 0 0 2 1,519.7866 113 125 true
7325 PREDICTED: UPF0160 protein MYG1  mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% GLRDDELSR R E 95.0% 51.8 40.8 4.96 0 1 0 0 2 1,060.5383 295 303 true
7325 PREDICTED: UPF0160 protein MYG1, mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% HFGMEIIAK K E 95.0% 42.3 40.7 7.51 0 1 0 0 2 1,045.5500 104 112 true
7325 PREDICTED: UPF0160 protein MYG1  mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% LHLFELEEEM K I 95.0% 25.6 41.0 8.94 0 0 1 0 2 1,417.7033 243 253 true
7325 PREDICTED: UPF0160 protein MYG1  mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% MDIDPSGEIM R F 95.0% 36.2 43.5 10.4 0 1 0 0 2 1,605.7614 224 237 true
7325 PREDICTED: UPF0160 protein MYG1, mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% SIVMECLAAR R M 95.0% 56.1 40.6 6.16 0 1 0 0 2 1,149.5755 214 223 true
7325 PREDICTED: UPF0160 protein MYG1  mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% VLDGLDAVLD K D 95.0% 93.2 40.8 14.0 0 1 1 0 2 1,960.0025 55 73 true
7325 PREDICTED: UPF0160 protein MYG1  mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% VQAVAVAPD R F 95.0% 61.3 39.9 7.99 0 1 0 0 2 997.5677 273 282 true
7325 PREDICTED: UPF0160 protein MYG1, mitochondrial-like [Vitis vin gi|225426621,gi|297742425 38,252.0 100.0% 10 10 11 12 0.706% 35.5% VSAFSTAPGL R R 95.0% 45.2 40.8 3.98 0 1 0 0 2 1,077.5939 6 16 true
7325 PREDICTED: succinyl-CoA ligase [ADP-forming] subunit alpha-1  m   gi|225465670 34,308.8 81.0% 1 2 1 1 0.0588% 11.6% FLADPQTEGI K E 95.0% 48.9 40.3 9.51 0 0 1 0 2 2,955.5567 228 256 true
7325 PREDICTED: succinyl-CoA ligase [ADP-forming] subunit alpha-1, m   gi|225465670 34,308.8 81.0% 1 2 1 1 0.0588% 11.6% VICQGITGK R N 95.0% 48.8 40.9 4.01 0 1 0 0 2 975.5294 43 51 false gi|225457502,gi|296087991
3612 PREDICTED: NAD-dependent malic enzyme 62 kDa isoform, mitoc   gi|225453250 69,325.3 100.0% 3 3 4 4 0.235% 6.08% EAIEEDLAEGY R G 95.0% 73.8 40.9 12.2 0 1 0 0 2 1,394.6435 578 589 true
3612 PREDICTED: NAD-dependent malic enzyme 62 kDa isoform  mitoc   gi|225453250 69,325.3 100.0% 3 3 4 4 0.235% 6.08% EVAAAVVR K E 95.0% 49.5 39.8 2.59 0 1 0 0 2 814.4780 570 577 true
3612 PREDICTED: NAD-dependent malic enzyme 62 kDa isoform, mitoc   gi|225453250 69,325.3 100.0% 3 3 4 4 0.235% 6.08% IVVAGAGSAG K K 95.0% 83.2 40.9 12.1 0 1 1 0 2 1,581.9071 342 359 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% ACLEFTPTLVD K L 95.0% 104 40.7 13.8 0 2 0 0 2 1,784.8777 214 228 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% AKGESFEIVM R Y 95.0% 34.2 40.7 8.57 0 0 1 0 2 2,531.2224 231 252 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% CDGEVCYK K - 95.0% 47.0 40.7 4.08 0 1 0 0 2 1,030.3970 564 571 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% DQLNELFK R V 95.0% 41.3 41.0 5.84 0 1 0 0 2 1,006.5205 110 117 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% DYVISTDGK R K 95.0% 42.2 39.9 5.24 1 0 0 0 2 997.4838 183 191 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% EAQTLESILVS R D 95.0% 73.8 41.2 11.6 0 2 1 0 2 1,517.7807 329 342 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% EIEAQYEEMA K G 95.0% 50.8 40.7 10.8 0 2 0 0 2 1,356.5989 479 489 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% FAELEEIEK K A 95.0% 57.7 40.9 8.47 0 1 0 0 2 1,107.5569 317 325 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% FVGLFFSLSSY K A 95.0% 67.2 40.9 11.4 0 1 0 0 2 1,394.7354 202 213 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% GESFEIVMISL K K 95.0% 36.9 40.9 9.17 0 0 1 0 2 2,219.9903 233 251 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% HALHEEHELV K R 95.0% 37.0 40.9 13.5 0 0 1 0 2 1,555.8228 497 509 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% MDSENVDGV - E 95.0% 75.0 40.8 13.0 0 1 2 0 2 2,113.0232 1 19 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% MPWLAIPFSDK D 95.0% 41.7 40.7 5.12 0 1 0 0 2 1,621.7681 96 109 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% NLVMIHGAD R E 95.0% 37.3 40.9 11.5 0 0 1 0 2 2,185.0748 460 478 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% VLSEDGVDIIQ K I 95.0% 93.0 40.5 16.0 0 1 1 0 2 2,698.3137 133 156 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% VMGIPNLVM K V 95.0% 53.7 40.9 11.4 0 4 1 0 2 1,602.8232 118 132 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% VPVSELEGK K F 95.0% 48.0 40.4 5.90 0 1 0 0 2 957.5252 193 201 true
3612 hypothetical protein VITISV_008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% YFELSALPTLV R T 95.0% 82.5 41.0 12.3 0 1 1 0 2 1,919.0527 275 292 true
3612 hypothetical protein VITISV 008818 [Vitis vinifera] gi|147799889 64,974.6 100.0% 19 19 24 32 1.88% 44.1% YFGSMPWLA K D 95.0% 62.0 41.0 9.09 0 2 0 0 2 1,584.8032 253 265 true
1108 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 100.0% 4 4 5 9 0.529% 26.7% CPDAYSYPK R D 95.0% 57.0 40.5 7.76 0 2 0 0 2 1,100.4718 196 204 true
1108 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 100.0% 4 4 5 9 0.529% 26.7% DDQTSTFTCP K - 95.0% 38.2 40.7 9.31 0 1 0 0 2 2,409.0012 205 225 true
1108 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 100.0% 4 4 5 9 0.529% 26.7% GISCTADIVGE R T 95.0% 59.3 40.9 14.3 0 3 1 0 2 1,761.8513 143 159 true
1108 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 100.0% 4 4 5 9 0.529% 26.7% TTGGCNNPC K T 95.0% 55.5 40.6 9.44 0 2 0 0 2 1,455.6357 160 172 true
1108 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 9 9 0.529% 42.8% APGGCNNPC K T 95.0% 52.5 41.0 9.59 0 1 0 0 2 1,421.6302 155 167 true gi|225426789,gi|2213852
1108 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 9 9 0.529% 42.8% CPDAYSYPQD R T 95.0% 48.1 40.8 8.53 0 1 0 0 2 1,458.5844 193 204 true gi|8980665,gi|225426789,gi|2213852
1108 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 9 9 0.529% 42.8% CTYTVWAAA K R 95.0% 59.4 40.8 8.49 0 1 0 0 2 1,553.7166 33 47 true gi|225426789,gi|2213852
1108 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 9 9 0.529% 42.8% DRCPDAYSYP K T 95.0% 16.1 45.4 8.87 0 0 1 0 2 1,729.7125 191 204 true gi|8980665,gi|225426789,gi|2213852
1108 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 9 9 0.529% 42.8% LDSGQSWTIT R I 95.0% 38.7 45.9 10.7 0 0 1 0 2 2,017.9939 49 67 true gi|225426789,gi|2213852
1108 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 9 9 0.529% 42.8% RLDSGQSWT R I 95.0% 56.4 40.7 11.5 0 0 1 0 2 2,174.0950 48 67 true gi|225426789,gi|2213852
1108 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 9 9 0.529% 42.8% TNEYCCTDGP K F 95.0% 99.5 40.5 44.9 0 1 1 0 2 2,254.8688 168 187 true gi|225426789,gi|2213852
1108 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 9 9 0.529% 42.8% TSLFTCTSGTN K V 95.0% 83.5 40.8 8.89 0 1 0 0 2 1,479.6785 205 217 true
1108 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.6% 1 8 1 1 0.0588% 42.8% APGGCNNPC K T 95.0% 52.5 41.0 9.59 0 1 0 0 2 1,421.6302 155 167 false gi|163914227,gi|7406716
1108 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.6% 1 8 1 1 0.0588% 42.8% CPDAYSYPQD R T 95.0% 48.1 40.8 8.53 0 1 0 0 2 1,458.5844 193 204 false gi|8980665,gi|163914227,gi|7406716
1108 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.6% 1 8 1 1 0.0588% 42.8% CTYTVWAAA K R 95.0% 59.4 40.8 8.49 0 1 0 0 2 1,553.7166 33 47 false gi|163914227,gi|7406716
1108 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.6% 1 8 1 1 0.0588% 42.8% DRCPDAYSYP K T 95.0% 16.1 45.4 8.87 0 0 1 0 2 1,729.7125 191 204 false gi|8980665,gi|163914227,gi|7406716
1108 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.6% 1 8 1 1 0.0588% 42.8% LDSGQSWTIT R I 95.0% 38.7 45.9 10.7 0 0 1 0 2 2,017.9939 49 67 false gi|163914227,gi|7406716
1108 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.6% 1 8 1 1 0.0588% 42.8% RLDSGQSWT R I 95.0% 56.4 40.7 11.5 0 0 1 0 2 2,174.0950 48 67 false gi|163914227,gi|7406716
1108 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.6% 1 8 1 1 0.0588% 42.8% TNEYCCTDGP K F 95.0% 99.5 40.5 44.9 0 1 1 0 2 2,254.8688 168 187 false gi|163914227,gi|7406716
1108 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.6% 1 8 1 1 0.0588% 42.8% TSLFTCPSGTN K V 95.0% 48.2 40.9 9.41 0 1 0 0 2 1,475.6836 205 217 true
1108 PREDICTED: cysteine proteinase RD21a-like [Vitis vinifera] gi|147790682,gi|225428879,gi|225458701 51,521.7 93.6% 1 1 1 1 0.0588% 3.41% AVANQPVSV K E 95.0% 60.5 41 9.47 0 1 0 0 2 1,538.8285 265 280 true
2013 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 99.8% 2 2 3 3 0.176% 13.3% GISCTADIVGE R T 95.0% 76.3 40.9 13.1 0 1 1 0 2 1,761.8513 143 159 true
2013 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 99.8% 2 2 3 3 0.176% 13.3% TTGGCNNPC K T 95.0% 54.7 40.6 6.44 0 1 0 0 2 1,455.6357 160 172 true
2013 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chlorop     gi|147811887,gi|359496906 66,975.2 100.0% 3 3 5 6 0.353% 6.32% EKEDEEEVLV K G 95.0% 63.6 40.8 10.1 0 2 1 0 2 1,459.7528 495 506 true
2013 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chlorop     gi|147811887,gi|359496906 66,975.2 100.0% 3 3 5 6 0.353% 6.32% IGISELLEDLEA R Y 95.0% 36.3 40.6 9.57 0 0 1 0 2 2,726.3986 560 584 true
2013 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase  chlorop     gi|147811887,gi|359496906 66,975.2 100.0% 3 3 5 6 0.353% 6.32% KEKEDEEEVLV K G 95.0% 77.7 40.8 10.9 0 1 1 0 2 1,587.8478 494 506 true
2013 PREDICTED: elicitor-responsive protein 1 [Vitis vinifera] gi|225449489 17,410.1 100.0% 2 2 2 2 0.118% 14.9% TDQTYCGEIR R V 95.0% 58.0 40.9 7.66 0 1 0 0 2 1,242.5421 119 128 true
2013 PREDICTED: elicitor-responsive protein 1 [Vitis vinifera] gi|225449489 17,410.1 100.0% 2 2 2 2 0.118% 14.9% TIGMLEVLLLD M G 95.0% 49.3 44.9 5.21 0 1 0 0 1 1,443.8242 2 14 true
1111 PREDICTED: RNA-binding protein 8A [Vitis vinifera] gi|225431497 22,295.2 100.0% 2 2 2 2 0.118% 15.3% DFDSLDSDGG R S 95.0% 105 40.9 11.7 0 1 0 0 2 1,562.6721 79 93 true
1111 PREDICTED: RNA-binding protein 8A [Vitis vinifera] gi|225431497 22,295.2 100.0% 2 2 2 2 0.118% 15.3% SAITGGAPSS K K 95.0% 77.8 40.7 12.1 0 1 0 0 2 1,398.7588 41 56 true
1111 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,157.5 100.0% 4 4 4 4 0.235% 22.0% APDFEAEAVF K V 95.0% 76.0 40.8 11.9 0 1 0 0 2 1,855.8750 86 101 true
1111 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,157.5 100.0% 4 4 4 4 0.235% 22.0% ASEAPLVGNK R A 95.0% 46.3 40.4 8.15 0 1 0 0 2 985.5313 76 85 true
1111 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,157.5 100.0% 4 4 4 4 0.235% 22.0% TLQALQYVQE R S 95.0% 69.6 40.2 12.0 0 0 1 0 2 2,857.3829 233 257 true
1111 hypothetical protein VITISV_025619 [Vitis vinifera] gi|147789752,gi|297740188 30,157.5 100.0% 4 4 4 4 0.235% 22.0% VTLSEYIGK K K 95.0% 46.3 40.4 6.86 0 1 0 0 2 1,009.5565 102 110 true
1111 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 100.0% 3 3 3 3 0.176% 21.3% GISCTADIVGE R T 95.0% 76.2 40.9 13.9 0 1 0 0 2 1,761.8513 143 159 true
1111 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 100.0% 3 3 3 3 0.176% 21.3% TDEYCCNSGS K F 95.0% 55.1 40.9 9.67 0 0 1 0 2 2,159.7699 173 190 true
1111 thaumatin-like protein [Vitis vinifera] gi|33329390 23,863.6 100.0% 3 3 3 3 0.176% 21.3% TTGGCNNPC K T 95.0% 46.8 40.6 7.76 0 1 0 0 2 1,455.6357 160 172 true
1111 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 13 18 1.06% 42.8% APGGCNNPC K T 95.0% 87.1 41.0 12.3 0 2 0 0 2 1,421.6302 155 167 true gi|225426789,gi|2213852
1111 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 13 18 1.06% 42.8% CPDAYSYPQD R T 95.0% 78.2 40.8 9.60 0 3 0 0 2 1,458.5844 193 204 true gi|8980665,gi|225426789,gi|2213852
1111 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 13 18 1.06% 42.8% CTYTVWAAA K R 95.0% 47.7 40.8 10.5 0 1 1 0 2 1,553.7166 33 47 true gi|225426789,gi|2213852
1111 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 13 18 1.06% 42.8% DRCPDAYSYP K T 95.0% 40.1 40.8 12.3 0 1 1 0 2 1,729.7125 191 204 true gi|8980665,gi|225426789,gi|2213852
1111 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 13 18 1.06% 42.8% LDSGQSWTIT R I 95.0% 51.5 40.9 44.9 0 1 1 0 2 2,017.9939 49 67 true gi|225426789,gi|2213852
1111 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 13 18 1.06% 42.8% RLDSGQSWT R I 95.0% 75.0 40.7 9.72 0 1 1 0 2 2,174.0950 48 67 true gi|225426789,gi|2213852
1111 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 13 18 1.06% 42.8% TNEYCCTDGP K F 95.0% 95.8 40.5 12.0 0 2 2 0 2 2,254.8688 168 187 true gi|225426789,gi|2213852
1111 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 24,033.6 100.0% 8 8 13 18 1.06% 42.8% TSLFTCTSGTN K V 95.0% 97.6 40.8 10.0 0 1 0 0 2 1,479.6785 205 217 true
1111 thaumatin-like protein [Vitis vinifera] gi|8980665 24,355.1 93.7% 1 3 1 1 0.0588% 11.9% APDGCNNPC K T 95.0% 44.1 41.0 8.49 0 1 0 0 2 1,422.6142 159 171 true
1111 thaumatin-like protein [Vitis vinifera] gi|8980665 24,355.1 93.7% 1 3 1 1 0.0588% 11.9% CPDAYSYPQD R T 95.0% 78.2 40.8 9.60 0 3 0 0 2 1,458.5844 197 208 false gi|163914227,gi|7406716,gi|225426789,gi|2213852
1111 thaumatin-like protein [Vitis vinifera] gi|8980665 24,355.1 93.7% 1 3 1 1 0.0588% 11.9% DRCPDAYSYP K T 95.0% 40.1 40.8 12.3 0 1 1 0 2 1,729.7125 195 208 false gi|163914227,gi|7406716,gi|225426789,gi|2213852
1111 PREDICTED: probable prefoldin subunit 3 [Vitis vinifera] gi|225432002 20,889.8 99.8% 2 2 2 2 0.118% 13.8% ASLEVLVTDLQK D 95.0% 54.3 40.9 11.6 0 1 0 0 2 1,603.9055 143 156 true
1111 PREDICTED: probable prefoldin subunit 3 [Vitis vinifera] gi|225432002 20,889.8 99.8% 2 2 2 2 0.118% 13.8% ASSSSSPAVT M R 95.0% 50.6 41.1 7.95 0 1 0 0 1 1,220.5752 2 13 true
1111 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.7% 1 8 1 1 0.0588% 42.8% APGGCNNPC K T 95.0% 87.1 41.0 12.3 0 2 0 0 2 1,421.6302 155 167 false gi|163914227,gi|7406716
1111 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.7% 1 8 1 1 0.0588% 42.8% CPDAYSYPQD R T 95.0% 78.2 40.8 9.60 0 3 0 0 2 1,458.5844 193 204 false gi|8980665,gi|163914227,gi|7406716
1111 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.7% 1 8 1 1 0.0588% 42.8% CTYTVWAAA K R 95.0% 47.7 40.8 10.5 0 1 1 0 2 1,553.7166 33 47 false gi|163914227,gi|7406716
1111 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.7% 1 8 1 1 0.0588% 42.8% DRCPDAYSYP K T 95.0% 40.1 40.8 12.3 0 1 1 0 2 1,729.7125 191 204 false gi|8980665,gi|163914227,gi|7406716
1111 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.7% 1 8 1 1 0.0588% 42.8% LDSGQSWTIT R I 95.0% 51.5 40.9 44.9 0 1 1 0 2 2,017.9939 49 67 false gi|163914227,gi|7406716
1111 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.7% 1 8 1 1 0.0588% 42.8% RLDSGQSWT R I 95.0% 75.0 40.7 9.72 0 1 1 0 2 2,174.0950 48 67 false gi|163914227,gi|7406716
1111 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.7% 1 8 1 1 0.0588% 42.8% TNEYCCTDGP K F 95.0% 95.8 40.5 12.0 0 2 2 0 2 2,254.8688 168 187 false gi|163914227,gi|7406716
1111 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 23,951.5 93.7% 1 8 1 1 0.0588% 42.8% TSLFTCPSGTN K V 95.0% 65.7 40.9 9.74 0 1 0 0 2 1,475.6836 205 217 true
6415 unnamed protein product [Vitis vinifera] gi|297736799 18,618.6 92.7% 1 1 1 1 0.0588% 13.1% MFGYATDET - L 95.0% 55.4 40.6 10.5 0 0 1 0 2 2,451.1937 1 22 true
6415 PREDICTED: caffeic acid 3-O-methyltransferase 1-like isoform 1 [V  gi|359490763,gi|359490765 39,485.7 92.7% 1 1 1 1 0.0588% 3.57% SALELDLLEIIA K A 95.0% 53.6 42.2 10.4 0 1 0 0 2 1,427.8358 37 49 true
6415 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase, c   gi|225457034 51,159.4 100.0% 4 4 4 4 0.235% 13.4% AVEMFIDEK K I 95.0% 64.4 44.0 11.1 0 1 0 0 2 1,081.5235 408 416 true
6415 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase, c   gi|225457034 51,159.4 100.0% 4 4 4 4 0.235% 13.4% ILPADSEHSAI K R 95.0% 25.8 40.5 10.7 0 0 1 0 2 2,622.3348 219 242 true
6415 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase  c   gi|225457034 51,159.4 100.0% 4 4 4 4 0.235% 13.4% IVALAAGSNV R T 95.0% 45.7 40.9 10.9 0 0 1 0 2 1,783.0325 103 120 true
6415 PREDICTED: 1-deoxy-D-xylulose 5-phosphate reductoisomerase, c   gi|225457034 51,159.4 100.0% 4 4 4 4 0.235% 13.4% LPILYTLSWPD R I 95.0% 64.2 41.0 12.8 0 1 0 0 2 1,473.8102 341 352 true
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% DDPDFTWEV R A 95.0% 45.7 40.8 12.8 0 2 0 0 2 1,688.8533 374 387 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% FVIGGPHGDA R K 95.0% 83.6 40.8 44.9 0 2 2 0 2 1,453.7549 238 252 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% IIIDTYGGWGAK D 95.0% 133 40.8 14.9 0 2 8 0 2 1,963.9664 254 273 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% IPDKEILK K I 95.0% 54.8 39.7 10.9 0 2 0 0 2 955.5825 328 335 false gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% KIIIDTYGGWG R D 95.0% 52.8 40.9 11.6 0 0 1 0 2 2,092.0614 253 273 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% LCDQISDAVL K V 67.0% 22.4 40.7 9.09 0 0 1 0 2 2,335.0433 19 39 true
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% TAAYGHFGR K D 95.0% 55.1 40.6 11.4 0 2 0 0 2 979.4744 365 373 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% TIFHLNPSGR K F 95.0% 42.8 40.1 7.67 0 2 0 0 2 1,141.6113 228 237 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% VACETCTK K T 95.0% 40.3 39.5 8.02 0 1 0 0 2 968.4177 40 47 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% VHTVLISTQH R E 95.0% 103 40.6 10.1 0 0 5 0 2 2,649.3369 188 211 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 4; Short=AdoMet        gi|223635287,gi|359487692 42,912.9 99.6% 1 11 1 1 0.0588% 38.7% VLVNIEQQSP K R 95.0% 53.2 40.7 10.7 0 0 2 0 2 2,383.2731 92 113 false gi|223635284,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% CIVQVSYAIGV R I 95.0% 60.5 40.4 9.30 0 0 2 0 2 2,785.4119 302 327 true
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% DDPDFTWEV R W 95.0% 45.7 40.8 12.8 0 2 0 0 2 1,688.8533 374 387 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% ENFDFRPGM K R 95.0% 46.6 40.9 10.8 0 0 2 0 2 2,009.0164 339 355 true
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% FVIGGPHGDA R K 95.0% 83.6 40.8 44.9 0 2 2 0 2 1,453.7549 238 252 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% IIIDTYGGWGAK D 95.0% 133 40.8 14.9 0 2 8 0 2 1,963.9664 254 273 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% IPDKEILK K I 95.0% 54.8 39.7 10.9 0 2 0 0 2 955.5825 328 335 true gi|359487692,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% KIIIDTYGGWG R D 95.0% 52.8 40.9 11.6 0 0 1 0 2 2,092.0614 253 273 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% LCDQISDAVL K V 95.0% 131 40.8 16.8 0 1 1 0 2 2,334.0593 19 39 true
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% METFLFTSESV- L 95.0% 58.9 40.7 13.8 0 3 1 0 2 2,109.9435 1 18 true gi|223635284
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% RCIVQVSYAIG R I 95.0% 36.1 40.1 12.8 0 0 1 0 2 2,941.5130 301 327 true
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% TAAYGHFGR K D 95.0% 55.1 40.6 11.4 0 2 0 0 2 979.4744 365 373 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% TIFHLNPSGR K F 95.0% 42.8 40.1 7.67 0 2 0 0 2 1,141.6113 228 237 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% TIGFVSDDVG R V 95.0% 116 40.8 15.0 0 4 2 0 2 1,825.8276 75 91 true
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% TNMVMVFG K A 95.0% 112 41.0 12.3 0 10 3 0 2 1,502.7231 48 60 true gi|223635284
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% TQVTVEYHNE K V 95.0% 42.7 40.9 6.97 0 0 1 0 2 2,058.0073 170 187 true
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% VACETCTK K T 95.0% 40.3 39.5 8.02 0 1 0 0 2 968.4177 40 47 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% VHTVLISTQH R E 95.0% 103 40.6 10.1 0 0 5 0 2 2,649.3369 188 211 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet        gi|223635289 42,774.7 100.0% 18 18 24 62 3.64% 67.0% VLVNIEQQSP K R 95.0% 53.2 40.7 10.7 0 0 2 0 2 2,383.2731 92 113 true gi|359487692,gi|223635284,gi|223635287
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% DDPDFTWEV R W 95.0% 45.7 40.8 12.8 0 2 0 0 2 1,688.8533 374 387 false gi|359487692,gi|223635287,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% EIGFVSDDVG R V 95.0% 85.9 41.2 9.35 0 1 0 0 2 1,853.8225 75 91 true
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% FVIGGPHGDA R K 95.0% 83.6 40.8 44.9 0 2 2 0 2 1,453.7549 238 252 false gi|359487692,gi|223635287,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% IIIDTYGGWGAK D 95.0% 133 40.8 14.9 0 2 8 0 2 1,963.9664 254 273 false gi|359487692,gi|223635287,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% KIIIDTYGGWG R D 95.0% 52.8 40.9 11.6 0 0 1 0 2 2,092.0614 253 273 false gi|359487692,gi|223635287,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% METFLFTSESV- L 95.0% 58.9 40.7 13.8 0 3 1 0 2 2,109.9435 1 18 false gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% TAAYGHFGR K D 95.0% 55.1 40.6 11.4 0 2 0 0 2 979.4744 365 373 false gi|359487692,gi|223635287,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% TIFHLNPSGR K F 95.0% 42.8 40.1 7.67 0 2 0 0 2 1,141.6113 228 237 false gi|359487692,gi|223635287,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% TNMVMVFG K A 95.0% 112 41.0 12.3 0 10 3 0 2 1,502.7231 48 60 false gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% TQVTVEYHNDK V 95.0% 84.7 41.6 11.5 0 1 0 0 2 1,546.7245 170 183 true
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% VACETCTK K T 95.0% 40.3 39.5 8.02 0 1 0 0 2 968.4177 40 47 false gi|359487692,gi|223635287,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% VHTVLISTQH R E 95.0% 103 40.6 10.1 0 0 5 0 2 2,649.3369 188 211 false gi|359487692,gi|223635287,gi|223635289
6415 RecName: Full=S-adenosylmethionine synthase 2; Short=AdoMet        gi|223635284 43,095.8 100.0% 2 13 2 2 0.118% 47.1% VLVNIEQQSP K R 95.0% 53.2 40.7 10.7 0 0 2 0 2 2,383.2731 92 113 false gi|359487692,gi|223635287,gi|223635289
6415 PREDICTED: glutamine synthetase cytosolic isozyme 2 [Vitis vinife gi|1707959,gi|225451379 39,305.5 99.2% 1 1 1 1 0.0588% 4.78% ALLSDLINLNL M I 95.0% 89.4 41 11.5 0 1 0 0 1 1,900.0276 2 18 true
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1102 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 20 1.18% 42.3% DASLDVQVHQGNK K G 95.0% 60.8 40.7 11.1 0 1 0 0 2 1,410.6973 58 70 true
1102 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 20 1.18% 42.3% KVIDVQIQ R - 95.0% 73.8 40.5 9.38 0 1 0 0 2 942.5620 220 227 true
1102 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 20 1.18% 42.3% LALDISPFGLLDPFSPMR R T 95.0% 97.3 40.9 16.4 0 3 2 0 2 1,989.0517 82 99 true
1102 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 20 1.18% 42.3% MFEETVAFPGSAEVR R S 95.0% 51.9 40.9 13.0 0 4 2 0 2 1,685.7840 111 125 true
1102 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 20 1.18% 42.3% NGVLSISIPK K T 95.0% 76.4 40.1 7.20 0 1 0 0 2 1,027.6147 205 214 true
1102 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 20 1.18% 42.3% QMMDAMDR R M 95.0% 42.0 40.1 -0.168 0 1 0 0 2 1,013.3851 103 110 true
1102 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 20 1.18% 42.3% SPWDIVDDENEIK R M 95.0% 93.1 41.1 15.2 0 2 1 0 2 1,559.7226 126 138 true
1102 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 20 1.18% 42.3% VSVEDDLLVIK K G 95.0% 88.6 40.6 14.1 0 1 1 0 2 1,229.6989 153 163 true
5104 PREDICTED: 18.2 kDa class I heat shock protein [Vitis vinifera] gi|147785904 gi|147805491 gi|14784121 VitisAll DCpN18,146.8 100.0% 2 2 2 3 0.191% 12.5% ATMENGVLTVR K V 95.0% 71.2 40.9 8.16 0 2 0 0 2 1,190.6198 132 142 true
5104 PREDICTED: 18.2 kDa class I heat shock protein [Vitis vinifera] gi|147785904 gi|147805491 gi|14784121 VitisAll DCpN18,146.8 100.0% 2 2 2 3 0.191% 12.5% ETSAFVNTR R I 95.0% 42.8 40.2 -0.930 0 1 0 0 2 1,024.5057 46 54 true
5104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 10 11 0.700% 42.5% AKLENGVLTLSLPNLSSDR K I 95.0% 62.0 40.8 10.6 0 1 0 0 2 2,027.1133 139 157 true
5104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 10 11 0.700% 42.5% EEVKIEVDESQR K V 95.0% 47.0 40.8 3.61 0 0 1 0 2 1,460.7228 82 93 true
5104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 10 11 0.700% 42.5% ETPEGHVIMMDIPGLR K K 95.0% 58.1 40.7 10.3 0 1 1 0 2 1,794.8880 65 80 true
5104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 10 11 0.700% 42.5% IEVDESQR K V 95.0% 47.8 40.9 4.74 0 1 0 0 2 975.4742 86 93 true
5104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 10 11 0.700% 42.5% LENGVLTLSLPNLSSDR K I 95.0% 73.5 40.8 9.18 0 2 1 0 2 1,827.9812 141 157 true
5104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 10 11 0.700% 42.5% LPNNVDLEGVK R A 95.0% 70.3 40.3 7.67 0 1 0 0 2 1,197.6475 128 138 true
5104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 10 11 0.700% 42.5% VLEQIPLGLDR R D 95.0% 63.0 40.7 12.0 0 1 0 0 2 1,252.7262 40 50 true
5104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 10 11 0.700% 42.5% VLEQIPLGLDRDADLAPSPAR R V 95.0% 40.0 40.8 9.81 0 0 1 0 2 2,246.2143 40 60 true
5104 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|225431844,gi|334089964 VitisAll DCpN17,110.4 100.0% 2 2 2 2 0.127% 17.7% AIEAYVLAHPDAY K - 95.0% 69.4 40.9 10.5 0 1 0 0 2 1,432.7107 146 158 true
5104 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|225431844,gi|334089964 VitisAll DCpN17,110.4 100.0% 2 2 2 2 0.127% 17.7% CVEVIQGDGGPGTIK K K 95.0% 104 45.4 10.5 0 1 0 0 2 1,529.7632 41 55 true
5104 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 10 0.637% 25.6% LALDISPFGLLDPFSPMR R T 95.0% 92.7 40.9 16.4 0 3 2 0 2 1,989.0517 82 99 true
5104 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 10 0.637% 25.6% MFEETVAFPGSAEVR R S 95.0% 43.6 40.9 4.52 0 1 0 0 2 1,685.7840 111 125 true
5104 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 10 0.637% 25.6% RLALDISPFGLLDPFSPMR R T 95.0% 39.3 40.8 11.4 0 0 2 0 2 2,161.1478 81 99 true
5104 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 10 0.637% 25.6% SPWDIVDDENEIK R M 95.0% 53.9 41.1 12.1 0 1 0 0 2 1,559.7226 126 138 true
5104 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 10 0.637% 25.6% VSVEDDLLVIK K G 95.0% 62.8 40.6 7.53 0 1 0 0 2 1,229.6989 153 163 true
5104 unnamed protein product [Vitis vinifera] gi|297739445 VitisAll DCpN32,332.9 100.0% 4 4 4 4 0.255% 18.7% GLETIALAR K S 95.0% 67.4 40.3 9.67 0 1 0 0 2 943.5572 126 134 true
5104 unnamed protein product [Vitis vinifera] gi|297739445 VitisAll DCpN32,332.9 100.0% 4 4 4 4 0.255% 18.7% KEDIKIEIEENR K V 95.0% 43.4 40.9 6.95 0 0 1 0 2 1,515.8015 155 166 true
5104 unnamed protein product [Vitis vinifera] gi|297739445 VitisAll DCpN32,332.9 100.0% 4 4 4 4 0.255% 18.7% NLWDMVLPFDDPFR R I 95.0% 41.6 40.8 8.93 0 1 0 0 2 1,764.8416 101 114 true
5104 unnamed protein product [Vitis vinifera] gi|297739445 VitisAll DCpN32,332.9 100.0% 4 4 4 4 0.255% 18.7% VVNIAEETNSGEDVMATK K S 95.0% 92.9 40.9 7.20 0 1 0 0 2 1,906.9063 236 253 true
1107 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 99.9% 2 2 3 4 0.248% 8.37% LALDISPFGLLDPFSPMR R T 95.0% 90.6 40.9 15.6 0 2 1 0 2 1,989.0517 82 99 true
1107 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 99.9% 2 2 3 4 0.248% 8.37% RLALDISPFGLLDPFSPMR R T 95.0% 18.8 42.1 9.04 0 0 1 0 2 2,145.1528 81 99 true
1107 PREDICTED: 23.6 kDa heat shock protein, mitochondrial isoform 1 [Vitis gi|225466111 VitisAll DCpN23,718.4 100.0% 6 6 7 10 0.620% 36.1% GDFAPSSFSDVFDPFSPTR R S 95.0% 79.6 40.7 10.9 0 1 0 0 2 2,075.9346 61 79 true
1107 PREDICTED: 23 6 kDa heat shock protein  mitochondrial isoform 1 [Vitis gi|225466111 VitisAll DCpN23,718.4 100.0% 6 6 7 10 0.620% 36.1% RGDFAPSSFSDVFDPFSPTR R S 95.0% 44.6 40.6 11.9 0 0 1 0 2 2,232.0357 60 79 true
1107 PREDICTED: 23.6 kDa heat shock protein, mitochondrial isoform 1 [Vitis gi|225466111 VitisAll DCpN23,718.4 100.0% 6 6 7 10 0.620% 36.1% SLSQVLNLMDHFMDNPFLSTSR R G 95.0% 31.6 40.7 11.2 0 0 4 0 2 2,584.2172 80 101 true
1107 PREDICTED: 23 6 kDa heat shock protein  mitochondrial isoform 1 [Vitis gi|225466111 VitisAll DCpN23,718.4 100.0% 6 6 7 10 0.620% 36.1% TDVINVKVE R - 95.0% 41.7 41.2 8.59 0 1 0 0 2 1,016.5623 200 208 true
1107 PREDICTED: 23 6 kDa heat shock protein  mitochondrial isoform 1 [Vitis gi|225466111 VitisAll DCpN23,718.4 100.0% 6 6 7 10 0.620% 36.1% VSVEQNTLTIQGEEK K N 95.0% 48.2 40.9 8.90 0 1 1 0 2 1,674.8546 136 150 true
1107 PREDICTED: 23.6 kDa heat shock protein, mitochondrial isoform 1 [Vitis gi|225466111 VitisAll DCpN23,718.4 100.0% 6 6 7 10 0.620% 36.1% VSVEQNTLTIQGEEKNETEDEESR K R 95.0% 71.8 40.4 9.38 0 0 1 0 2 2,764.2757 136 159 true
7603 PREDICTED: NADP-dependent malic enzyme [Vitis vinifera] gi|225445108 VitisAll DCpN65,264.8 100.0% 4 4 4 4 0.235% 8.80% AYELGLATR K L 95.0% 43.8 40.8 4.62 0 1 0 0 2 993.5364 559 567 true
7603 PREDICTED: NADP-dependent malic enzyme [Vitis vinifera] gi|225445108 VitisAll DCpN65,264.8 100.0% 4 4 4 4 0.235% 8.80% DAHYLCGLLPPVVSTQELQER R K 95.0% 39.5 41.5 10.9 0 0 1 0 2 2,425.2183 73 93 true
7603 PREDICTED: NADP-dependent malic enzyme [Vitis vinifera] gi|225445108 VitisAll DCpN65,264.8 100.0% 4 4 4 4 0.235% 8.80% DGASVLDLDPK R A 91.2% 42.9 40.5 0.0282 0 1 0 0 2 1,129.5738 10 20 true
7603 PREDICTED: NADP-dependent malic enzyme [Vitis vinifera] gi|225445108 VitisAll DCpN65,264.8 100.0% 4 4 4 4 0.235% 8.80% IQVIVVTDGER R I 95.0% 61.6 40.9 11.1 0 1 0 0 2 1,228.6897 182 192 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% AIELDDEDISFITNR K A 95.0% 92.3 40.8 15.9 0 1 1 0 2 1,750.8496 271 285 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% AYLQQPDFLK R M 95.0% 32.6 41.1 9.94 0 1 0 0 2 1,222.6468 151 160 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% GLEIDPNNQALK K S 95.0% 54.4 40.8 11.3 0 1 0 0 2 1,311.6905 96 107 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% GNAAFSSGDFSAAVR K H 95.0% 95.9 40.8 13.2 0 1 1 0 2 1,456.6814 9 23 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% HFSDAIALAPTNHVLYSNR R S 95.0% 55.3 40.8 15.5 0 0 1 0 2 2,126.0777 24 42 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% LGAAHQGLGHLDDAVSAYK R K 95.0% 27.5 40.9 12.4 0 0 1 0 2 1,922.9721 76 94 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% LVSAGIVQLR K - 95.0% 65.8 40.1 9.12 0 1 0 0 2 1,055.6572 322 331 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% SAAYASLQQYSEALADAK R K 95.0% 102 40.9 17.1 0 1 1 0 2 1,886.9130 43 60 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% TVELKPDWSK K G 95.0% 45.7 41.5 3.38 0 1 0 0 2 1,202.6417 62 71 true
7603 PREDICTED: LOW QUALITY PROTEIN: heat shock protein STI-like [Vitis vin gi|359497489 VitisAll DCpN36,318.9 100.0% 10 10 14 15 0.881% 42.3% VMQALGVLLNVK R L 95.0% 69.2 40.8 14.6 0 2 1 0 2 1,284.7709 181 192 true
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 4 4 4 4 0.235% 11.4% FFDNAIGINVPR R S 95.0% 44.2 40.9 4.50 0 1 0 0 2 1,362.7165 338 349 true
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 4 4 4 4 0.235% 11.4% SAVAGLDQISENEK R S 95.0% 61.7 40.8 13.8 0 1 0 0 2 1,460.7228 9 22 true
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 4 4 4 4 0.235% 11.4% VAGDVWFGSGVILK K G 95.0% 63.7 45.0 9.33 0 1 0 0 2 1,447.7945 420 433 true
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 4 4 4 4 0.235% 11.4% VLQLETAAGAAIR K F 95.0% 84.1 40.6 11.0 0 1 0 0 2 1,312.7584 325 337 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% AAVPSGASTGIYEALELR R D 95.0% 92.8 40.8 13.5 0 1 1 0 2 1,804.9440 35 52 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% ACNALLLK K V 95.0% 49.5 41.0 3.43 0 1 0 0 2 902.5129 346 353 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% AGWGVMASHR R S 95.0% 57.6 40.6 4.22 0 1 0 0 2 1,087.5102 373 382 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% AVENVNAIIAPALIGK K D 95.0% 47.8 41.1 11.9 0 2 1 0 2 1,592.9371 66 81 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% AVENVNAIIAPALIGKDPTEQVK K I 95.0% 49.1 40.6 10.5 0 0 2 0 2 2,390.3292 66 88 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% DGGSDFLGK R G 95.0% 43.0 40.1 2.33 0 1 0 0 2 895.4158 53 61 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% GNPTVEVDVTLSDGTFAR R A 95.0% 112 40.8 17.5 0 4 1 0 2 1,877.9241 17 34 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% IDNFMVQQLDGTVNEWGWCK K Q 95.0% 84.3 40.6 15.1 0 1 2 0 2 2,440.1063 89 108 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% IEEELGSAAVYAGAK R F 95.0% 128 41.1 15.5 0 2 1 0 2 1,507.7639 423 437 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% KYGQDATNVGDEGGFAPNIQENK K E 95.0% 59.9 40.7 9.26 0 0 1 0 2 2,452.1378 204 226 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% LAMQEFMILPLGASSFK K E 95.0% 88.2 40.8 13.1 0 4 3 0 2 1,882.9807 168 184 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% LGANAILAVSLAVCK K A 95.0% 117 40.8 12.3 0 14 4 0 2 1,499.8615 111 125 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% SFVNDYPIVSIEDPFDQDDWEHYAK K M 95.0% 86.1 40.1 14.6 0 0 1 0 2 3,029.3478 290 314 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% SGETEDTFIADLSVGLATGQIK R T 95.0% 111 40.8 15.5 0 1 1 0 2 2,252.1296 383 404 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% TYDLNFKEENNDGSQK K I 95.0% 67.2 40.9 11.2 0 1 1 0 2 1,901.8513 263 278 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% VNQIGSVTESIEAVK K M 95.0% 77.5 40.7 14.1 0 2 1 0 2 1,573.8432 354 368 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% VQIVGDDLLVTNPK K R 95.0% 103 40.9 15.1 0 2 1 0 2 1,510.8478 323 336 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% VVIGMDVAASEFYDNK K D 95.0% 95.6 40.8 44.9 0 3 1 0 2 1,773.8365 245 260 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% VVIGMDVAASEFYDNKDK K T 95.0% 71.8 40.8 9.18 0 2 0 0 2 2,000.9635 245 262 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 20 20 33 67 3.94% 64.3% YGQDATNVGDEGGFAPNIQENK K E 95.0% 113 40.9 12.4 0 1 2 0 2 2,324.0428 205 226 true gi|225441000
7502 ATPase subunit 1 [Vitis vinifera] gi|164685652 gi|224365668 gi|89112862 VitisAll DCpN44,275.7 100.0% 3 3 3 3 0.176% 8.47% TAIAIDTILNQK K L 95.0% 64.1 40.8 10.9 0 1 0 0 2 1,300.7473 142 153 true
7502 ATPase subunit 1 [Vitis vinifera] gi|164685652,gi|224365668,gi|89112862 VitisAll DCpN44,275.7 100.0% 3 3 3 3 0.176% 8.47% TGSIVDVPAGK R A 95.0% 46.5 40.6 3.10 0 1 0 0 2 1,043.5733 57 67 true
7502 ATPase subunit 1 [Vitis vinifera] gi|164685652 gi|224365668 gi|89112862 VitisAll DCpN44,275.7 100.0% 3 3 3 3 0.176% 8.47% VVDALGVPIDGR R G 95.0% 44.8 40.6 6.70 0 1 0 0 2 1,210.6792 73 84 true
7502 PREDICTED: dihydrolipoyl dehydrogenase [Vitis vinifera] gi|225431914 VitisAll DCpN60,404.8 100.0% 3 3 3 3 0.176% 7.01% ALGLQVSAAGYDR K Q 95.0% 44.5 41.0 5.77 0 1 0 0 2 1,320.6907 151 163 true
7502 PREDICTED: dihydrolipoyl dehydrogenase [Vitis vinifera] gi|225431914 VitisAll DCpN60,404.8 100.0% 3 3 3 3 0.176% 7.01% TAIIEGDVVGGTCVNR K G 95.0% 54.7 41.0 6.54 0 1 0 0 2 1,660.8325 110 125 true
7502 PREDICTED: dihydrolipoyl dehydrogenase [Vitis vinifera] gi|225431914 VitisAll DCpN60,404.8 100.0% 3 3 3 3 0.176% 7.01% VGFSENVITAK K N 95.0% 50.1 40.9 5.49 0 1 0 0 2 1,164.6259 210 220 true
7502 PREDICTED: monodehydroascorbate reductase  chloroplastic [Vitis vinife gi|147834040 gi|297742237 gi|35947415 VitisAll DCpN98,074.4 100.0% 1 1 1 1 0.0588% 1.80% EFVIVGGGNAAGYAAR R T 95.0% 57 45.5 12.1 0 1 0 0 2 1,551.7914 441 456 true
7502 PREDICTED: 26S proteasome non-ATPase regulatory subunit 11 isoform   gi|225451255,gi|225462922,gi|29820490 VitisAll DCpN46,967.2 88.2% 1 1 1 1 0.0588% 2.84% LLLVDIDLLESK K L 95.0% 64.3 41.3 9.43 0 1 0 0 2 1,370.8144 164 175 true
7502 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogena   gi|225430350 VitisAll DCpN53,123.3 88.2% 1 1 1 1 0.0588% 3.23% AGSGVFAEILDGDVFK M Y 95.0% 91.2 40.9 12.6 0 1 0 0 1 1,666.8325 2 17 true
7502 PREDICTED: uncharacterized aminotransferase y4uB-like [Vitis vinifera] gi|225464809,gi|296087517 VitisAll DCpN57,617.3 100.0% 4 4 4 4 0.235% 12.1% AFFTNSGSEANDTQVK K L 95.0% 108 40.9 10.2 0 1 0 0 2 1,715.7871 166 181 true
7502 PREDICTED: uncharacterized aminotransferase y4uB-like [Vitis vinifera] gi|225464809,gi|296087517 VitisAll DCpN57,617.3 100.0% 4 4 4 4 0.235% 12.1% KYDILFIADEVICAFGR K L 95.0% 42.5 40.9 10.5 0 0 1 0 2 2,030.0418 304 320 true
7502 PREDICTED: uncharacterized aminotransferase y4uB-like [Vitis vinifera] gi|225464809,gi|296087517 VitisAll DCpN57,617.3 100.0% 4 4 4 4 0.235% 12.1% LANNLENLILK R E 95.0% 66.4 40.7 9.61 0 1 0 0 2 1,254.7417 257 267 true
7502 PREDICTED: uncharacterized aminotransferase y4uB-like [Vitis vinifera] gi|225464809,gi|296087517 VitisAll DCpN57,617.3 100.0% 4 4 4 4 0.235% 12.1% YLDSLAGLWCTALGGSEPR K L 95.0% 34.5 46.0 9.22 0 0 1 0 2 2,066.0014 103 121 true
7502 PREDICTED: 6-phosphogluconate dehydrogenase, decarboxylating-like iso    gi|225425051 VitisAll DCpN53,476.1 99.8% 2 2 2 2 0.118% 7.01% GDCIIDGGNEWYENTER K R 95.0% 84.7 40.7 12.3 0 1 0 0 2 2,027.8402 98 114 true
7502 PREDICTED: 6-phosphogluconate dehydrogenase  decarboxylating-like iso    gi|225425051 VitisAll DCpN53,476.1 99.8% 2 2 2 2 0.118% 7.01% VAAQVPDSGPCVTYIGK K G 95.0% 44.3 40.9 10.7 0 1 0 0 2 1,761.8842 163 179 true
7502 PREDICTED: elongation factor 1-alpha-like [Vitis vinifera] gi|225435233 VitisAll DCpN49,320.0 100.0% 6 6 6 8 0.470% 22.1% IGGIGTVPVGR K V 95.0% 61.4 40.1 4.86 0 1 0 0 2 1,025.6104 244 254 true
7502 PREDICTED: elongation factor 1-alpha-like [Vitis vinifera] gi|225435233 VitisAll DCpN49,320.0 100.0% 6 6 6 8 0.470% 22.1% LPLQDVYK R I 95.0% 43.2 40.9 8.43 0 1 0 0 2 975.5511 236 243 true
7502 PREDICTED: elongation factor 1-alpha-like [Vitis vinifera] gi|225435233 VitisAll DCpN49,320.0 100.0% 6 6 6 8 0.470% 22.1% NMITGTSQADCAVLIIDSTTGGFEAGISK K D 95.0% 42.9 40.2 10.3 0 0 2 0 2 2,973.4184 101 129 true
7502 PREDICTED: elongation factor 1-alpha-like [Vitis vinifera] gi|225435233 VitisAll DCpN49,320.0 100.0% 6 6 6 8 0.470% 22.1% VETGVLKPGMVVTFGPSGLTTEVK R S 95.0% 40.1 40.7 12.2 0 0 2 0 2 2,446.3265 255 278 true
7502 PREDICTED: elongation factor 1-alpha-like [Vitis vinifera] gi|225435233 VitisAll DCpN49,320.0 100.0% 6 6 6 8 0.470% 22.1% VHINIVVIGHVDSGK K S 95.0% 40.9 40.8 12.1 0 0 1 0 2 1,586.9014 6 20 true
7502 PREDICTED: elongation factor 1-alpha-like [Vitis vinifera] gi|225435233 VitisAll DCpN49,320.0 100.0% 6 6 6 8 0.470% 22.1% YYCTVIDAPGHR R D 95.0% 43.6 41.0 7.82 0 0 1 0 2 1,451.6737 85 96 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% AAVPSGASTGIYEALELR R D 95.0% 104 40.8 14.5 0 1 1 0 2 1,804.9440 35 52 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% ACNALLLK K V 95.0% 49.4 41.0 3.99 0 1 0 0 2 902.5129 346 353 true gi|225441000
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% AGWGVMASHR R S 95.0% 41.6 40.5 5.21 0 1 0 0 2 1,071.5152 373 382 true gi|225441000
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% AVENVNAIIAPALIGK K D 95.0% 63.8 41.1 11.8 0 1 1 0 2 1,592.9371 66 81 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% AVENVNAIIAPALIGKDPTEQVK K I 95.0% 48.5 40.6 9.92 0 0 1 0 2 2,390.3292 66 88 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% FRAPVEPY K - 95.0% 44.6 41.0 6.02 0 1 0 0 2 978.5043 438 445 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% GNPTVEVDVTLSDGTFAR R A 95.0% 104 40.8 15.3 0 4 2 0 2 1,877.9241 17 34 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% IEEELGSAAVYAGAK R F 95.0% 101 41.1 12.3 0 2 1 0 2 1,507.7639 423 437 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% KYGQDATNVGDEGGFAPNIQENK K E 95.0% 43.6 40.7 12.3 0 0 1 0 2 2,452.1378 204 226 true gi|225441000
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% LAMQEFMILPLGASSFK K E 95.0% 58.6 41.3 15.1 0 4 4 0 2 1,914.9706 168 184 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% LGANAILAVSLAVCK K A 95.0% 96.9 40.8 12.4 0 8 3 0 2 1,499.8615 111 125 true gi|225441000
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% SFVNDYPIVSIEDPFDQDDWEHYAK K M 95.0% 36.2 40.1 12.5 0 0 2 0 2 3,029.3478 290 314 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% SGETEDTFIADLSVGLATGQIK R T 95.0% 109 40.8 14.1 0 1 1 0 2 2,252.1296 383 404 true gi|225441000
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% TYDLNFKEENNDGSQK K I 95.0% 67.0 40.9 10.4 0 1 1 0 2 1,901.8513 263 278 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% VNQIGSVTESIEAVK K M 95.0% 89.9 40.7 12.1 0 2 1 0 2 1,573.8432 354 368 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% VQIVGDDLLVTNPK K R 95.0% 88.6 40.9 15.5 0 2 1 0 2 1,510.8478 323 336 true gi|225441000
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% VVIGMDVAASEFYDNK K D 95.0% 107 40.8 16.9 0 3 2 0 2 1,757.8415 245 260 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% VVIGMDVAASEFYDNKDK K T 95.0% 49.5 41.1 6.94 0 1 0 0 2 2,000.9635 245 262 true
6402 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 19 19 30 57 3.35% 59.6% YGQDATNVGDEGGFAPNIQENK K E 95.0% 74.3 40.9 12.6 0 0 2 0 2 2,324.0428 205 226 true gi|225441000
6402 PREDICTED: argininosuccinate synthase, chloroplastic-like [Vitis vinifera] gi|225456274 VitisAll DCpN55,163.0 100.0% 2 2 2 3 0.176% 7.04% FELTFFALNPELNVVAPWR R E 95.0% 21.0 40.7 8.93 0 0 1 0 2 2,263.1910 225 243 true
6402 PREDICTED: argininosuccinate synthase, chloroplastic-like [Vitis vinifera] gi|225456274 VitisAll DCpN55,163.0 100.0% 2 2 2 3 0.176% 7.04% GVYETPGGTILFTAAR R E 95.0% 69.3 41.0 9.46 0 2 0 0 2 1,652.8644 368 383 true
6402 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like  gi|147811194,gi|297740669,gi|35948385 VitisAll DCpN46,912.3 100.0% 6 6 6 7 0.412% 25.2% AGVLVGTGMGGLTVFSDGVQALIER R G 95.0% 63.5 40.7 8.44 0 1 0 0 2 2,447.2966 129 153 true
6402 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I  chloroplastic-like  gi|147811194,gi|297740669,gi|35948385 VitisAll DCpN46,912.3 100.0% 6 6 6 7 0.412% 25.2% ALEDADLGGADISK K I 95.0% 87.1 40.9 15.8 0 1 0 0 2 1,374.6750 110 123 true
6402 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I  chloroplastic-like  gi|147811194 gi|297740669 gi|35948385 VitisAll DCpN46,912.3 100.0% 6 6 6 7 0.412% 25.2% GFDSQGYIDGK R N 95.0% 49.2 40.6 3.71 0 2 0 0 2 1,186.5377 81 91 true
6402 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like  gi|147811194,gi|297740669,gi|35948385 VitisAll DCpN46,912.3 100.0% 6 6 6 7 0.412% 25.2% LLAGESGISPIDR K F 95.0% 58.6 40.8 9.47 0 1 0 0 2 1,327.7218 53 65 true
6402 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic-like  gi|147811194 gi|297740669 gi|35948385 VitisAll DCpN46,912.3 100.0% 6 6 6 7 0.412% 25.2% RGEADLMIAGGTEAAIIPIGLGGFVACR R A 95.0% 57.8 40.5 8.22 0 0 1 0 2 2,815.4598 208 235 true
6402 PREDICTED: 3-oxoacyl-[acyl-carrier-protein] synthase I  chloroplastic-like  gi|147811194 gi|297740669 gi|35948385 VitisAll DCpN46,912.3 100.0% 6 6 6 7 0.412% 25.2% SMIGHCLGAAGGLEAIATVK K A 95.0% 46.1 40.7 10.8 0 0 1 0 2 1,956.0044 364 383 true
6402 PREDICTED: biotin carboxylase 1, chloroplastic-like [Vitis vinifera] gi|225445664,gi|297736021 VitisAll DCpN57,320.3 100.0% 2 2 2 2 0.118% 4.57% SEAAAAFGNDGVYLEK K Y 95.0% 63.2 40.8 12.5 0 1 0 0 2 1,641.7755 251 266 true
6402 PREDICTED: biotin carboxylase 1, chloroplastic-like [Vitis vinifera] gi|225445664,gi|297736021 VitisAll DCpN57,320.3 100.0% 2 2 2 2 0.118% 4.57% VDTAFIPK K H 95.0% 55.0 41.2 3.64 0 1 0 0 2 890.4983 501 508 true
6402 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 VitisAll DCpN47,856.4 86.0% 1 8 1 1 0.0588% 24.1% ACNALLLK K V 95.0% 49.4 41.0 3.99 0 1 0 0 2 902.5129 345 352 false gi|225455555
6402 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 VitisAll DCpN47,856.4 86.0% 1 8 1 1 0.0588% 24.1% AGWGVMASHR R S 95.0% 41.6 40.5 5.21 0 1 0 0 2 1,071.5152 372 381 false gi|225455555
6402 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 VitisAll DCpN47,856.4 86.0% 1 8 1 1 0.0588% 24.1% KYGQDATNVGDEGGFAPNIQENK K E 95.0% 43.6 40.7 12.3 0 0 1 0 2 2,452.1378 204 226 false gi|225455555
6402 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 VitisAll DCpN47,856.4 86.0% 1 8 1 1 0.0588% 24.1% LGANAILAVSLAVCK K A 95.0% 96.9 40.8 12.4 0 8 3 0 2 1,499.8615 111 125 false gi|225455555
6402 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 VitisAll DCpN47,856.4 86.0% 1 8 1 1 0.0588% 24.1% SGETEDTFIADLSVGLATGQIK R T 95.0% 109 40.8 14.1 0 1 1 0 2 2,252.1296 382 403 false gi|225455555
6402 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 VitisAll DCpN47,856.4 86.0% 1 8 1 1 0.0588% 24.1% VNQIGTVTESIEAVK K M 95.0% 69.7 40.8 8.95 0 1 0 0 2 1,587.8589 353 367 true
6402 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 VitisAll DCpN47,856.4 86.0% 1 8 1 1 0.0588% 24.1% VQIVGDDLLVTNPK K R 95.0% 88.6 40.9 15.5 0 2 1 0 2 1,510.8478 322 335 false gi|225455555
6402 PREDICTED: enolase 1 [Vitis vinifera] gi|225441000 VitisAll DCpN47,856.4 86.0% 1 8 1 1 0.0588% 24.1% YGQDATNVGDEGGFAPNIQENK K E 95.0% 74.3 40.9 12.6 0 0 2 0 2 2,324.0428 205 226 false gi|225455555
6106 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 6 6 6 6 0.353% 24.9% GNPTVEVDVTLSDGTFAR R A 95.0% 97.4 40.8 12.2 0 1 0 0 2 1,877.9241 17 34 true
6106 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 6 6 6 6 0.353% 24.9% IEEELGSAAVYAGAK R F 95.0% 50.8 41.6 2.26 0 1 0 0 2 1,507.7639 423 437 true
6106 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 6 6 6 6 0.353% 24.9% LGANAILAVSLAVCK K A 95.0% 80.9 40.8 13.3 0 1 0 0 2 1,499.8615 111 125 true gi|225441000
6106 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 6 6 6 6 0.353% 24.9% SFVNDYPIVSIEDPFDQDDWEHYAK K M 95.0% 39.7 40.1 10.1 0 0 1 0 2 3,029.3478 290 314 true
6106 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 6 6 6 6 0.353% 24.9% SGETEDTFIADLSVGLATGQIK R T 95.0% 47.8 40.8 10.5 0 0 1 0 2 2,252.1296 383 404 true gi|225441000
6106 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 6 6 6 6 0.353% 24.9% VVIGMDVAASEFYDNK K D 95.0% 89.3 40.8 14.3 0 1 0 0 2 1,757.8415 245 260 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% EGLLQLPSDK K A 95.0% 51.7 40.4 6.85 0 1 0 0 2 1,099.5996 200 209 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% IAWHSAGTFDVK R T 95.0% 34.3 40.9 8.77 0 1 1 0 2 1,331.6743 39 50 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% KPEELAHGANNGLDIAVR K L 95.0% 42.0 41.0 10.8 0 0 1 0 2 1,903.9986 62 79 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% LSELGFADA K - 95.0% 42.9 40.6 4.91 0 1 0 0 2 922.4517 242 250 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% QVFVTQMGLSDK R D 95.0% 61.7 40.7 6.28 0 1 0 0 2 1,352.6880 143 154 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% QVFVTQMGLSDKDIVALSGAHTLGR R C 95.0% 51.8 40.5 11.2 0 0 1 0 2 2,643.3926 143 167 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% SGFEGPWTSNPLIFDNSYFK R E 95.0% 121 40.8 12.8 0 2 2 0 2 2,306.0765 173 192 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% SYPTVSEEYKK K A 95.0% 53.4 41.2 2.75 0 1 0 0 2 1,330.6525 4 14 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% TGGPFGTMK R K 95.0% 56.7 40.1 7.10 0 3 0 0 2 895.4344 53 61 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% YAADEDAFFEDYK K E 95.0% 110 40.7 16.1 0 2 1 0 2 1,583.6537 224 236 true
6106 PREDICTED: L-ascorbate peroxidase 2, cytosolic [Vitis vinifera] gi|225435177 VitisAll DCpN27,540.5 100.0% 11 11 14 19 1.12% 52.8% YAADEDAFFEDYKEAHLK K L 95.0% 63.6 40.7 13.5 0 1 0 0 2 2,161.9714 224 241 true
6106 PREDICTED: soluble inorganic pyrophosphatase [Vitis vinifera] gi|225439878 VitisAll DCpN24,567.7 99.8% 1 1 1 1 0.0588% 5.56% IIAVCADDPEYR K H 95.0% 69.2 41.6 10.6 0 1 0 0 2 1,421.6731 142 153 true
4403 PREDICTED: isocitrate dehydrogenase [NADP] [Vitis vinifera] gi|225466253 VitisAll DCpN46,267.5 92.7% 1 1 1 1 0.0588% 2.67% LIFPFLELDIK K Y 95.0% 49.4 43.7 13.2 0 1 0 0 2 1,347.7925 32 42 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% CIVQVSYAIGVPEPLSVFVDSYGTGK R I 95.0% 53.7 40.4 10.1 0 0 1 0 2 2,785.4119 302 327 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% DDPDFTWEVVKPLK R W 95.0% 82.4 40.8 11.6 0 1 0 0 2 1,688.8533 374 387 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% ENFDFRPGMIAINLDLK K R 95.0% 58.5 40.8 8.32 0 1 2 0 2 1,993.0214 339 355 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% FVIGGPHGDAGLTGR R K 95.0% 86.6 40.8 13.8 0 1 0 0 2 1,453.7549 238 252 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% IIIDTYGGWGAHGGGAFSGK K D 95.0% 49.3 40.8 10.0 0 0 1 0 2 1,963.9664 254 273 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% IPDKEILK K I 95.0% 49.8 39.7 5.25 0 1 0 0 2 955.5825 328 335 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% KIIIDTYGGWGAHGGGAFSGK R D 95.0% 61.4 40.9 13.1 0 0 1 0 2 2,092.0614 253 273 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% LCDQISDAVLDACLAQDPDSK K V 95.0% 118 40.8 16.7 0 1 1 0 2 2,334.0593 19 39 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% METFLFTSESVNEGHPDK - L 95.0% 61.7 40.8 0 0 1 0 0 2 2,125.9384 1 18 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% RCIVQVSYAIGVPEPLSVFVDSYGTGK R I 95.0% 56.4 40.1 15.0 0 0 1 0 2 2,941.5130 301 327 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% TAAYGHFGR K D 95.0% 46.0 40.6 7.25 0 1 0 0 2 979.4744 365 373 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% TIGFVSDDVGLDADNCK R V 95.0% 86.9 40.8 12.8 0 2 1 0 2 1,825.8276 75 91 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% TNMVMVFGEITTK K A 95.0% 84.1 40.6 12.0 0 4 0 0 2 1,470.7332 48 60 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% TQVTVEYHNENGAMVPLR K V 95.0% 109 40.9 13.1 0 1 1 0 2 2,058.0073 170 187 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% VHTVLISTQHDETVTNDEIAADLK R E 95.0% 104 40.6 13.8 0 0 1 0 2 2,649.3369 188 211 true
4403 RecName: Full=S-adenosylmethionine synthase 5; Short=AdoMet syntha        gi|223635289 VitisAll DCpN42,774.7 100.0% 16 16 20 25 1.47% 62.4% VLVNIEQQSPDIAQGVHGHLTK K R 95.0% 56.4 40.7 11.5 0 0 1 0 2 2,383.2731 92 113 true
4403 PREDICTED: basic leucine zipper and W2 domain-containing protein 2-lik   gi|297735255,gi|359476759 VitisAll DCpN49,170.9 100.0% 2 2 2 2 0.118% 5.36% ILWDVIMDAVQWSGK R N 95.0% 58.9 40.9 11.3 0 1 0 0 2 1,760.9042 312 326 true
4403 PREDICTED: basic leucine zipper and W2 domain-containing protein 2-lik   gi|297735255,gi|359476759 VitisAll DCpN49,170.9 100.0% 2 2 2 2 0.118% 5.36% LPDIEVVR K I 95.0% 46.9 39.7 4.22 0 1 0 0 2 940.5463 304 311 true
1304 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 91.5% 1 1 1 1 0.0593% 3.37% LGANAILAVSLAVCK K A 95.0% 53.2 44.7 9.07 0 1 0 0 2 1,499.8615 111 125 true gi|225441000
1304 PREDICTED: fructokinase-2 [Vitis vinifera] gi|225433918 VitisAll DCpN35,182.4 100.0% 2 2 2 2 0.119% 8.48% APGGAPANVAIAVTR K L 95.0% 47.5 41.1 1.76 0 1 0 0 2 1,364.7645 43 57 true
1304 PREDICTED: fructokinase-2 [Vitis vinifera] gi|225433918 VitisAll DCpN35,182.4 100.0% 2 2 2 2 0.119% 8.48% IVDDQSVLEDEAR K L 95.0% 51.5 42.1 1.90 0 1 0 0 2 1,488.7178 280 292 true
1304 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052 VitisAll DCpN29,851.7 100.0% 6 6 8 11 0.652% 33.2% EFESDYAGFTEDGAR K W 95.0% 87.4 40.9 12.6 0 2 1 0 2 1,693.6977 181 195 true
1304 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052 VitisAll DCpN29,851.7 100.0% 6 6 8 11 0.652% 33.2% IFDITHPYTPNMPTFGTDEGIGEVIWLEK R S 95.0% 64.8 39.7 11.0 0 0 2 0 2 3,320.6189 57 85 true
1304 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052 VitisAll DCpN29,851.7 100.0% 6 6 8 11 0.652% 33.2% KEFESDYAGFTEDGAR K W 95.0% 94.1 40.9 11.2 0 1 1 0 2 1,821.7927 180 195 true
1304 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052 VitisAll DCpN29,851.7 100.0% 6 6 8 11 0.652% 33.2% LPGAEGAPIR R C 95.0% 56.7 40.3 7.75 0 2 0 0 2 980.5525 257 266 true
1304 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052 VitisAll DCpN29,851.7 100.0% 6 6 8 11 0.652% 33.2% LVGIDYVSVATYDHIVSAHLPFLEGR K E 95.0% 36.4 40.4 9.54 0 0 1 0 2 2,871.5041 205 230 true
1304 hypothetical protein VITISV_019336 [Vitis vinifera] gi|147838052 VitisAll DCpN29,851.7 100.0% 6 6 8 11 0.652% 33.2% WLVENTDIK R L 95.0% 47.7 41.0 6.28 0 1 0 0 2 1,117.5889 196 204 true
1304 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|225458243,gi|76559892 VitisAll DCpN33,822.3 100.0% 4 4 4 4 0.237% 17.2% FLPSEFGNDVDR R V 95.0% 54.3 40.9 11.0 0 1 0 0 2 1,395.6540 108 119 true
1304 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|225458243,gi|76559892 VitisAll DCpN33,822.3 100.0% 4 4 4 4 0.237% 17.2% NSGVTLLHGDLYDHDSLVK K A 95.0% 45.5 42.8 8.40 0 0 1 0 2 2,083.0457 54 72 true
1304 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|225458243,gi|76559892 VitisAll DCpN33,822.3 100.0% 4 4 4 4 0.237% 17.2% VIILGDGNPK K A 95.0% 52.2 40.1 7.00 0 1 0 0 2 1,025.5992 176 185 true
1304 TPA: isoflavone reductase-like protein 4 [Vitis vinifera] gi|225458243,gi|76559892 VitisAll DCpN33,822.3 100.0% 4 4 4 4 0.237% 17.2% YCTVDEYLSAFV K - 95.0% 43.7 40.6 12.8 0 1 0 0 2 1,466.6508 297 308 true
1304 PREDICTED: epoxide hydrolase 2 [Vitis vinifera] gi|359496593 VitisAll DCpN34,898.9 100.0% 3 3 4 4 0.237% 15.2% MDQIQHNFIDVNGLK - L 95.0% 43.2 40.9 10.6 0 1 0 0 2 1,813.8904 1 15 true
1304 PREDICTED: epoxide hydrolase 2 [Vitis vinifera] gi|359496593 VitisAll DCpN34,898.9 100.0% 3 3 4 4 0.237% 15.2% VEVPMLLIMGEK K D 95.0% 55.4 40.9 14.0 0 1 0 0 2 1,358.7424 242 253 true
1304 PREDICTED: epoxide hydrolase 2 [Vitis vinifera] gi|359496593 VitisAll DCpN34,898.9 100.0% 3 3 4 4 0.237% 15.2% VLGVVTVGASFPPGPSVYIK R N 95.0% 36.0 40.9 11.4 0 1 1 0 2 1,987.1264 119 138 true
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% AGAGSATLSMAYAAAR K F 95.0% 44.4 40.7 8.68 0 3 1 0 2 1,484.7162 312 327 false gi|225457407
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% ALEALKPELK K A 95.0% 38.9 40.3 9.48 0 2 0 0 2 1,111.6723 387 396 false gi|225457407
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% DDLFNINANIVK R D 95.0% 74.0 41.0 14.0 0 1 0 0 2 1,375.7217 181 192 false gi|225457407
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% DLVEAVADTCPDAFIHIISNPVNSTVPIAAEV K Q 95.0% 65.4 39.3 9.21 0 0 1 0 2 3,618.8727 193 226 true
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% GVDVVVIPAGVPR K K 95.0% 87.4 41.0 7.45 0 1 0 0 2 1,277.7577 162 174 false gi|225457407
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% GVEAVIPSDLQGLTEYEAK K A 95.0% 48.2 41.1 10.8 0 1 0 0 2 2,019.0283 368 386 true
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% IQNAGTEVVEAK R A 95.0% 57.8 41.0 5.48 0 2 0 0 2 1,258.6638 300 311 false gi|225457407
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% LFGVTTLDVVR K A 95.0% 75.3 41.0 11.7 0 1 0 0 2 1,219.7046 236 246 true gi|302142920,gi|225461618
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% MSPLVSTLHLYDIANVK K G 95.0% 37.2 40.9 8.67 0 0 1 0 2 1,901.0202 116 132 true
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% TKPSVSFTDEEVEELTVR K I 95.0% 47.4 40.9 12.1 0 0 1 0 2 2,066.0289 282 299 false gi|225457407
5205 PREDICTED: malate dehydrogenase, chloroplastic-like [Vitis vinifera] gi|225452831 VitisAll DCpN43,732.7 100.0% 4 11 4 4 0.239% 43.8% VAILGAAGGIGQPLALLIK K M 95.0% 82.4 40.8 15.2 0 1 1 0 2 1,775.1157 97 115 false gi|225457407
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% DVAEAHIQAFEVPSASGR K Y 95.0% 33.3 40.7 12.8 0 1 1 0 2 1,883.9246 229 246 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% ELFPDFQLPEK K C 95.0% 47.5 40.7 6.79 0 2 0 0 2 1,362.6942 265 275 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% GLQLWYVVSK K T 95.0% 49.3 40.8 9.09 0 1 0 0 2 1,192.6725 156 165 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% GTLNVLGSCAK K A 95.0% 55.7 40.9 6.80 0 1 0 0 2 1,119.5828 104 114 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% RVVVTSSIAAVAYNR K N 95.0% 46.9 40.8 9.14 0 0 1 0 2 1,605.9069 120 134 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% SLGIEFIPLEVSLK K E 95.0% 63.8 40.9 8.61 0 1 0 0 2 1,544.8936 295 308 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% SSGVVCVTGASGYIASWLVK M L 95.0% 67.3 40.9 13.1 0 1 0 0 1 2,083.0529 2 21 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% TLAEDAAWK K F 95.0% 42.7 41.6 7.83 0 1 0 0 2 1,004.5048 166 174 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% TPDVVVDETWFTDPDFCK R G 95.0% 115 40.8 13.8 0 1 0 0 2 2,170.9641 138 155 true
5205 PREDICTED: bifunctional dihydroflavonol 4-reductase/flavanone 4-reduct   gi|225435395 VitisAll DCpN35,187.4 100.0% 10 10 12 13 0.778% 39.1% VVVTSSIAAVAYNR R N 95.0% 70.9 41.0 10.3 0 1 1 0 2 1,449.8058 121 134 true
5205 PREDICTED: uncharacterized protein LOC100258620 [Vitis vinifera] gi|225424904,gi|296086430 VitisAll DCpN46,465.2 100.0% 2 2 2 2 0.120% 6.70% NIEMLNQFIEENGFK R L 95.0% 60.8 42.8 10.6 0 1 0 0 2 1,825.8790 311 325 true
5205 PREDICTED: uncharacterized protein LOC100258620 [Vitis vinifera] gi|225424904,gi|296086430 VitisAll DCpN46,465.2 100.0% 2 2 2 2 0.120% 6.70% NVLGSMETVYLNR R N 95.0% 77.8 40.8 13.0 0 1 0 0 2 1,495.7573 125 137 true
5205 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 VitisAll DCpN35,486.4 99.8% 2 2 2 2 0.120% 8.43% MELVDAAFPLLK K G 95.0% 50.2 41.2 11.0 0 1 0 0 2 1,346.7390 56 67 true
5205 PREDICTED: malate dehydrogenase, cytoplasmic [Vitis vinifera] gi|225438145 VitisAll DCpN35,486.4 99.8% 2 2 2 2 0.120% 8.43% VLVVANPANTNALILK K E 95.0% 73.4 41.0 10.7 0 1 0 0 2 1,649.9949 127 142 true
5205 PREDICTED: probable fructose-bisphosphate aldolase 3  chloroplastic [Vi  gi|225424114,gi|297737749 VitisAll DCpN42,876.3 100.0% 3 3 3 3 0.180% 9.67% GILAIDESNATCGK R R 95.0% 96.9 40.8 13.3 0 1 0 0 2 1,448.7052 63 76 true
5205 PREDICTED: probable fructose-bisphosphate aldolase 3, chloroplastic [Vi  gi|225424114,gi|297737749 VitisAll DCpN42,876.3 100.0% 3 3 3 3 0.180% 9.67% GMFVQGYTY K - 95.0% 50.3 40.6 4.84 0 1 0 0 2 1,065.4710 385 393 true
5205 PREDICTED: probable fructose-bisphosphate aldolase 3  chloroplastic [Vi  gi|225424114,gi|297737749 VitisAll DCpN42,876.3 100.0% 3 3 3 3 0.180% 9.67% TVVSIPCGPSALAVK R E 95.0% 33.0 40.7 10.0 0 0 1 0 2 1,498.8299 183 197 true
5205 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 VitisAll DCpN36,769.9 100.0% 3 4 3 3 0.180% 15.1% ALEGSDVVIIPAGVPR K K 95.0% 49.1 41.1 6.11 0 1 0 0 2 1,592.9008 102 117 true
5205 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 VitisAll DCpN36,769.9 100.0% 3 4 3 3 0.180% 15.1% DDLFNINAGIVK R S 95.0% 59.0 41.1 11.3 0 1 0 0 2 1,318.7003 124 135 true gi|359496625
5205 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 VitisAll DCpN36,769.9 100.0% 3 4 3 3 0.180% 15.1% LFGVTTLDVVR K A 95.0% 75.3 41.0 11.7 0 1 0 0 2 1,219.7046 179 189 false gi|225452831
5205 PREDICTED: malate dehydrogenase, mitochondrial [Vitis vinifera] gi|225461618,gi|302142920 VitisAll DCpN36,769.9 100.0% 3 4 3 3 0.180% 15.1% SNNLSDEDIQALTK K R 95.0% 73.1 41.0 8.60 0 1 0 0 2 1,547.7549 229 242 true
5205 PREDICTED: malate dehydrogenase, glyoxysomal [Vitis vinifera] gi|359496625 VitisAll DCpN37,624.9 71.7% 1 2 2 2 0.120% 7.87% AGAGSATLSMAYAAVK K F 95.0% 45.2 40.7 12.5 0 1 1 0 2 1,468.7464 262 277 true
5205 PREDICTED: malate dehydrogenase, glyoxysomal [Vitis vinifera] gi|359496625 VitisAll DCpN37,624.9 71.7% 1 2 2 2 0.120% 7.87% DDLFNINAGIVK R T 95.0% 59.0 41.1 11.3 0 1 0 0 2 1,318.7003 131 142 false gi|302142920,gi|225461618
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% APGGAPANVACAITK K L 95.0% 68.3 40.6 12.2 0 1 1 0 2 1,397.7207 38 52 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% EAGILLSYDPNVR K L 95.0% 28.1 41.2 10.5 0 1 1 0 2 1,446.7588 162 174 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% GAIPALPTNSDALDLVNK K S 95.0% 29.6 40.7 12.1 0 1 1 0 2 1,808.9755 307 324 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% IFHYGSISLISEPCR K S 95.0% 87.0 40.7 13.7 0 1 1 0 2 1,778.8895 136 150 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% LGGNSAFIGK K V 95.0% 65.5 40.9 5.37 0 1 0 0 2 963.5259 53 62 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% LLVVTDGEK K G 95.0% 48.0 40.8 6.85 0 1 0 0 2 973.5566 229 237 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% LPLWPSAQAAIDGIK R S 95.0% 59.2 40.9 12.1 0 1 1 0 2 1,579.8845 175 189 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% NGVNSEGVCFDAHAR K T 95.0% 100 41.0 8.21 0 1 0 0 2 1,632.7183 79 93 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% NPSADMLLTESELNMGLIK R Q 95.0% 104 40.7 15.4 0 4 3 0 2 2,076.0354 114 132 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% SIWNHADFIK K V 95.0% 38.9 40.7 10.1 0 1 0 0 2 1,230.6266 190 199 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% SPLVVAFGEMLIDFVPDSAGVSLAESTGFLK K A 95.0% 41.1 40.2 10.9 0 0 1 0 2 3,212.6439 7 37 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% TALAFVTLK R K 95.0% 69.3 40.9 11.5 0 2 0 0 2 963.5874 94 102 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% TALAFVTLKK R N 95.0% 34.4 45.9 8.59 0 1 0 0 2 1,091.6824 94 103 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% VGDDEFGHMLVDILK K K 95.0% 69.6 40.8 17.7 0 1 1 0 2 1,687.8363 63 77 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% VSDDEVGFLTQGDAEK K E 95.0% 49.6 41.0 13.0 0 1 1 0 2 1,709.7867 200 215 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% VSDDEVGFLTQGDAEKEDVVLSLWHDNLK K L 95.0% 68.8 39.9 13.5 0 0 1 0 2 3,258.5805 200 228 true
5205 PREDICTED: putative fructokinase-5-like [Vitis vinifera] gi|225459906 VitisAll DCpN34,925.1 100.0% 17 17 26 32 1.92% 72.3% YANACGAICTTQK K G 95.0% 92.9 40.7 7.90 0 1 1 0 2 1,457.6513 294 306 true
5205 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 VitisAll DCpN35,860.7 100.0% 3 3 3 3 0.180% 15.2% GEDCWTDTEYCK K Q 95.0% 58.3 41.2 7.59 0 1 0 0 2 1,563.5729 151 162 true
5205 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 VitisAll DCpN35,860.7 100.0% 3 3 3 3 0.180% 15.2% HLCVEAISHYGDFAAK R V 95.0% 36.6 40.8 10.7 0 0 1 0 2 1,817.8640 255 270 true
5205 PREDICTED: dihydroflavonol-4-reductase [Vitis vinifera] gi|225434488 VitisAll DCpN35,860.7 100.0% 3 3 3 3 0.180% 15.2% VVVTSSISAIIPSPNWPADVVK R G 95.0% 41.1 40.8 10.8 0 0 1 0 2 2,279.2646 129 150 true
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% AGAGSATLSMAYAAAR K F 95.0% 44.4 40.7 8.68 0 3 1 0 2 1,484.7162 312 327 true gi|225452831
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% ALEALKPELK K A 95.0% 38.9 40.3 9.48 0 2 0 0 2 1,111.6723 387 396 true gi|225452831
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% DDLFNINANIVK R T 95.0% 74.0 41.0 14.0 0 1 0 0 2 1,375.7217 181 192 true gi|225452831
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% GIEAVISSDLQGLTEYEEK K A 95.0% 104 40.8 16.7 0 1 1 0 2 2,081.0287 368 386 true
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% GVAADLSHCNTPAQVLDFTGTSELANSLK K G 95.0% 75.3 40.1 44.9 0 0 1 0 2 3,016.4683 133 161 true
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% GVDVVVIPAGVPR K K 95.0% 87.4 41.0 7.45 0 1 0 0 2 1,277.7577 162 174 true gi|225452831
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% IQNAGTEVVEAK R A 95.0% 57.8 41.0 5.48 0 2 0 0 2 1,258.6638 300 311 true gi|225452831
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% KGIEAVISSDLQGLTEYEEK K A 95.0% 58.3 40.5 13.4 0 0 1 0 2 2,209.1237 367 386 true
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% KVFGVTTLDVVR K A 95.0% 66.7 41.0 6.46 0 1 0 0 2 1,333.7839 235 246 true
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% LIDVDVPVVGGHAGITILPLLSR R T 95.0% 63.5 40.9 13.6 0 0 1 0 2 2,354.3810 259 281 true
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% MSPLVSALHLYDIANVK K G 95.0% 62.8 40.9 11.9 0 1 2 0 2 1,871.0096 116 132 true
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% TKPSVSFTDEEVEELTVR R I 95.0% 47.4 40.9 12.1 0 0 1 0 2 2,066.0289 282 299 true gi|225452831
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% VAILGAAGGIGQPLALLIK K M 95.0% 82.4 40.8 15.2 0 1 1 0 2 1,775.1157 97 115 true gi|225452831
5205 PREDICTED: malate dehydrogenase, chloroplastic [Vitis vinifera] gi|225457407 VitisAll DCpN43,586.5 100.0% 14 14 18 24 1.44% 48.7% VFGVTTLDVVR K A 95.0% 66.7 40.7 10.7 0 2 0 0 2 1,205.6889 236 246 true
5205 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|225431844,gi|334089964 VitisAll DCpN17,110.4 71.7% 1 1 1 1 0.0598% 8.23% AIEAYVLAHPDAY K - 95.0% 51.6 40.9 11.2 0 1 0 0 2 1,432.7107 146 158 true
5205 unnamed protein product [Vitis vinifera] gi|296081697 VitisAll DCpN33,451.3 100.0% 8 8 12 13 0.778% 31.6% AADNQLYVATCSPAR R D 95.0% 75.1 40.8 10.8 0 1 1 0 2 1,636.7748 223 237 true
5205 unnamed protein product [Vitis vinifera] gi|296081697 VitisAll DCpN33,451.3 100.0% 8 8 12 13 0.778% 31.6% CGDQLYNTCCVFGSDGK R L 95.0% 68.4 41.0 12.2 0 1 0 0 2 1,980.7887 116 132 true
5205 unnamed protein product [Vitis vinifera] gi|296081697 VitisAll DCpN33,451.3 100.0% 8 8 12 13 0.778% 31.6% FSELAMLYAAR R G 95.0% 64.4 40.8 11.7 0 2 0 0 2 1,271.6452 185 195 true
5205 unnamed protein product [Vitis vinifera] gi|296081697 VitisAll DCpN33,451.3 100.0% 8 8 12 13 0.778% 31.6% IGLCQLSVTADK K E 95.0% 91.8 40.9 9.38 0 1 0 0 2 1,304.6881 28 39 true
5205 unnamed protein product [Vitis vinifera] gi|296081697 VitisAll DCpN33,451.3 100.0% 8 8 12 13 0.778% 31.6% IGLCQLSVTADKER K N 95.0% 52.6 41.0 11.3 0 1 1 0 2 1,589.8318 28 41 true
5205 unnamed protein product [Vitis vinifera] gi|296081697 VitisAll DCpN33,451.3 100.0% 8 8 12 13 0.778% 31.6% ITIVGGSIPER K C 95.0% 74.0 40.1 10.6 0 1 0 0 2 1,141.6577 105 115 true
5205 unnamed protein product [Vitis vinifera] gi|296081697 VitisAll DCpN33,451.3 100.0% 8 8 12 13 0.778% 31.6% RGDLYQLVDVQR R L 95.0% 48.7 41.0 10.9 0 1 1 0 2 1,461.7810 292 303 true
5205 unnamed protein product [Vitis vinifera] gi|296081697 VitisAll DCpN33,451.3 100.0% 8 8 12 13 0.778% 31.6% TLTAGGSPTIVDTEVGR K I 95.0% 108 40.9 11.5 0 1 1 0 2 1,673.8707 158 174 true
3103 hypothetical protein VITISV_041523 [Vitis vinifera] gi|147784332 VitisAll DCpN27,179.4 100.0% 2 2 2 2 0.122% 9.84% LLLNESNEFVGEK R V 95.0% 60.3 40.8 7.48 0 1 0 0 2 1,491.7690 101 113 true
3103 hypothetical protein VITISV_041523 [Vitis vinifera] gi|147784332 VitisAll DCpN27,179.4 100.0% 2 2 2 2 0.122% 9.84% VIACVGETLEQR K E 95.0% 83.0 40.9 11.1 0 1 0 0 2 1,374.7047 124 135 true
3103 hypothetical protein VITISV_016685 [Vitis vinifera] gi|147855970,gi|297736970 VitisAll DCpN25,550.3 100.0% 1 1 1 2 0.122% 8.37% VPTAVLGAEIDQMSPPALVK K Q 95.0% 53.7 40.7 14.6 0 0 2 0 2 2,036.1099 163 182 true
3103 PREDICTED: uncharacterized protein LOC100250281 isoform 1 [Vitis vini gi|359493124 VitisAll DCpN23,170.0 99.8% 1 1 1 1 0.0611% 10.0% HLEHLGELGVAAAGAYALHEK K H 95.0% 73.8 40.9 13.4 0 0 1 0 2 2,186.1354 132 152 true
3103 PREDICTED: ferritin-3, chloroplastic [Vitis vinifera] gi|147784301,gi|225448548 VitisAll DCpN25,350.0 100.0% 1 1 1 1 0.0611% 4.04% ISEYVAQLR K R 95.0% 70 40.6 9.92 0 1 0 0 2 1,078.5891 192 200 true
3103 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% AAYALSQGLK K V 95.0% 56.8 44.4 9.95 0 1 0 0 2 1,021.5677 182 191 true
3103 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% GGAFTGEISVEQLK K D 95.0% 77.9 40.8 10.9 0 1 0 0 2 1,435.7429 140 153 true
3103 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% GPEFAVIVNSVTSK K K 95.0% 81.4 40.9 13.8 0 1 0 0 2 1,447.7791 307 320 true
Supplemental Table 4. List of peptides and the corresponding proteins identified by mass spectrometry using nano-LC-MS/MS in each spot in the asymptomatic trunk wood of control and diseased plants and in the brown striped one of diseased plants cultivar Mourvèdre
3103 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% HVIGEDDQFIGK R K 95.0% 53.8 40.8 7.51 0 1 0 0 2 1,357.6749 169 180 true
3103 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% HVIGEDDQFIGKK R A 95.0% 40.5 40.7 9.47 0 0 1 0 2 1,485.7699 169 181 true
3103 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% IEISAQNSWVGK R G 95.0% 64.4 40.9 11.9 0 1 0 0 2 1,331.6954 128 139 true
3103 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% LEADVDVVVAPPFVYLDQVK K N 95.0% 30.7 40.8 10.2 0 0 1 0 2 2,216.1851 102 121 true
3103 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% QEDIDGFLVGGASLK K G 95.0% 63.4 40.9 10.0 0 1 0 0 2 1,548.7907 292 306 true
3103 PREDICTED: triosephosphate isomerase  chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% TFDVCFQQMK K A 95.0% 51.5 40.9 11.7 0 1 0 0 2 1,303.5811 208 217 true
3103 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% VATPLQAQEVHIAVR K D 95.0% 56.1 40.8 12.1 0 0 1 0 2 1,631.9228 244 258 true
3103 PREDICTED: triosephosphate isomerase, chloroplastic-like isoform 1 [Vit  gi|225427917,gi|297744661 VitisAll DCpN34,657.2 100.0% 11 11 12 12 0.733% 41.7% VIACIGELLQER K E 95.0% 77.3 40.7 16.1 0 1 1 0 2 1,400.7568 192 203 true
3103 PREDICTED: ras-related protein RABA1d [Vitis vinifera] gi|147772737 gi|225443742 gi|22544651 VitisAll DCpN9,740.6 100.0% 2 2 2 2 0.122% 23.0% AEDDYDYLFK R V 95.0% 46.0 41.1 3.44 0 1 0 0 2 1,278.5526 6 15 true
3103 PREDICTED: ras-related protein RABA1d [Vitis vinifera] gi|147772737,gi|225443742,gi|22544651 VitisAll DCpN9,740.6 100.0% 2 2 2 2 0.122% 23.0% STIGVEFATR K S 95.0% 76.9 40.9 4.88 0 1 0 0 2 1,080.5684 44 53 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% AKVESEWSDATFEEQCEHCEK K E 95.0% 31.4 40.5 10.00 0 0 1 0 2 2,599.0713 185 205 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% CGGIQALMSLPADGTTSNDFIDDWVK R I 95.0% 60.6 40.3 9.25 0 0 1 0 2 2,827.2918 153 178 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% EGLDEIAAAK K I 95.0% 44.1 41.2 3.91 0 1 0 0 2 1,016.5260 23 32 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% ESVNLSLVNLLSYPYVR K A 95.0% 34.5 41.0 11.4 0 2 1 0 2 1,966.0643 206 222 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% FLVFACSDSR K V 95.0% 29.7 40.7 10.2 0 2 0 0 2 1,201.5670 85 94 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% HLEVENILVIGHSR K C 95.0% 65.9 40.7 13.5 0 1 1 0 2 1,615.8915 139 152 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% IKDGFIHFK R I 95.0% 27.8 40.9 8.92 0 0 1 0 2 1,104.6202 55 63 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% LLSDKEGLDEIAAAK R I 95.0% 96.8 41.0 15.8 0 1 1 0 2 1,572.8482 18 32 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% LMGGYYDFVNGTFGLWK K A 95.0% 98.1 40.8 12.8 0 3 2 0 2 1,967.9362 232 248 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% LTADLQEQDHEEEFDPVR K R 95.0% 51.7 40.8 12.0 0 1 1 0 2 2,170.9890 36 53 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% LTADLQEQDHEEEFDPVRR K I 95.0% 56.1 40.8 11.6 0 0 1 0 2 2,327.0901 36 54 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% NIANMVPAFNQLR R Y 95.0% 44.8 41.1 13.5 0 4 3 0 2 1,503.7737 113 125 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% RLLSDKEGLDEIAAAK K I 95.0% 40.2 42.6 8.84 0 0 1 0 2 1,728.9493 17 32 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% SSTEVAIEGLK K R 95.0% 56.8 41.0 10.0 0 1 0 0 2 1,133.6049 6 16 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% VSPSHVLNFKPGEAFMCR R N 95.0% 30.0 40.7 8.62 0 0 1 0 2 2,076.0154 95 112 true
1302 unnamed protein product [Vitis vinifera] gi|297733779 VitisAll DCpN29,119.9 100.0% 16 16 23 33 2.20% 78.8% YSGVGAVIEYAVK R H 95.0% 66.5 40.8 15.8 0 1 1 0 2 1,355.7205 126 138 true
1302 hypothetical protein VITISV_038093 [Vitis vinifera] gi|147838238,gi|297734906,gi|35947942 VitisAll DCpN12,854.6 100.0% 2 2 2 2 0.133% 25.6% LDEIVNEFLNDVK R E 95.0% 49.1 41.0 8.37 0 1 0 0 2 1,547.7953 14 26 true
1302 hypothetical protein VITISV_038093 [Vitis vinifera] gi|147838238 gi|297734906 gi|35947942 VitisAll DCpN12,854.6 100.0% 2 2 2 2 0.133% 25.6% TDINSNTGFFPVEVGAK K G 95.0% 63.7 45.2 6.19 0 1 0 0 2 1,795.8862 75 91 true
1302 PREDICTED: chorismate mutase, chloroplastic [Vitis vinifera] gi|225452920 VitisAll DCpN36,400.7 100.0% 4 4 4 4 0.266% 14.7% FQASPDAYEAAIK K A 95.0% 61.7 40.7 6.57 0 1 0 0 2 1,410.6900 227 239 true
1302 PREDICTED: chorismate mutase, chloroplastic [Vitis vinifera] gi|225452920 VitisAll DCpN36,400.7 100.0% 4 4 4 4 0.266% 14.7% LMDMLTYQR R V 95.0% 44.2 40.4 5.11 0 1 0 0 2 1,170.5647 246 254 true
1302 PREDICTED: chorismate mutase, chloroplastic [Vitis vinifera] gi|225452920 VitisAll DCpN36,400.7 100.0% 4 4 4 4 0.266% 14.7% QEDSIIFSLLER R A 95.0% 61.5 44.6 3.41 0 1 0 0 2 1,449.7585 84 95 true
1302 PREDICTED: chorismate mutase, chloroplastic [Vitis vinifera] gi|225452920 VitisAll DCpN36,400.7 100.0% 4 4 4 4 0.266% 14.7% VDESQNLTLDAIR R N 95.0% 70.1 41.0 10.5 0 1 0 0 2 1,473.7545 66 78 true
1108 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 16 1.11% 36.6% DASLDVQVHQGNK K G 95.0% 52.8 40.7 3.70 0 1 0 0 2 1,410.6973 58 70 true
1108 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 16 1.11% 36.6% KVIDVQIQ R - 95.0% 45.0 40.5 6.47 0 1 0 0 2 942.5620 220 227 true
1108 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 16 1.11% 36.6% LALDISPFGLLDPFSPMR R T 95.0% 94.7 40.9 17.7 0 3 2 0 2 1,989.0517 82 99 true
1108 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 16 1.11% 36.6% MFEETVAFPGSAEVR R S 95.0% 47.5 40.9 11.9 0 2 1 0 2 1,685.7840 111 125 true
1108 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 16 1.11% 36.6% RLALDISPFGLLDPFSPMR R T 95.0% 31.0 40.8 12.4 0 0 1 0 2 2,161.1478 81 99 true
1108 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 16 1.11% 36.6% SPWDIVDDENEIK R M 95.0% 45.2 41.1 11.2 0 1 1 0 2 1,559.7226 126 138 true
1108 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 16 1.11% 36.6% VSVEDDLLVIK K G 95.0% 103 40.6 13.8 0 1 1 0 2 1,229.6989 153 163 true
1108 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 8 8 12 16 1.11% 36.6% VSVEDDLLVIKGEQK K K 95.0% 80.9 40.8 4.38 0 1 0 0 2 1,671.9166 153 167 true
4103 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 VitisAll DCpN21,722.3 100.0% 3 3 3 4 0.259% 24.6% AFLDATGGLWR K T 95.0% 67.8 41.0 12.2 0 1 0 0 2 1,206.6267 91 101 true
4103 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 VitisAll DCpN21,722.3 100.0% 3 3 3 4 0.259% 24.6% LWQVPETLPEEVLGK K M 95.0% 60.0 40.9 12.7 0 2 0 0 2 1,737.9424 37 51 true
4103 PREDICTED: flavoprotein wrbA isoform 1 [Vitis vinifera] gi|225461209,gi|359493919 VitisAll DCpN21,722.3 100.0% 3 3 3 4 0.259% 24.6% SDTPIITPTDLAEADGFVFGFPTR K F 95.0% 24.9 40.8 11.4 0 0 1 0 2 2,567.2668 58 81 true
4103 PREDICTED: peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB-l   gi|225442575,gi|297743245 VitisAll DCpN21,339.7 100.0% 4 4 4 4 0.259% 28.2% DFVEEDGLTR K V 95.0% 45.4 40.8 7.98 0 1 0 0 2 1,180.5482 18 27 true
4103 PREDICTED: peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB-l   gi|225442575,gi|297743245 VitisAll DCpN21,339.7 100.0% 4 4 4 4 0.259% 28.2% IGPVSEGSVGAELVDGLVIK K E 95.0% 27.1 42.4 9.30 0 0 1 0 2 1,939.0749 79 98 true
4103 PREDICTED: peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB-l   gi|225442575,gi|297743245 VitisAll DCpN21,339.7 100.0% 4 4 4 4 0.259% 28.2% KHTALLVIDMQK R D 95.0% 31.2 40.6 11.0 0 0 1 0 2 1,396.7983 6 17 true
4103 PREDICTED: peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB-l   gi|225442575,gi|297743245 VitisAll DCpN21,339.7 100.0% 4 4 4 4 0.259% 28.2% NVGVATPTLQEWR K E 95.0% 53.1 40.6 11.1 0 1 0 0 2 1,470.7700 179 191 true
4103 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446793 VitisAll DCpN24,948.9 100.0% 2 3 3 3 0.194% 13.5% AWWDDISNRPSWK K K 95.0% 51.8 40.9 0.255 0 1 1 0 2 1,660.7867 192 204 true
4103 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446793 VitisAll DCpN24,948.9 100.0% 2 3 3 3 0.194% 13.5% VLDIYEER K L 95.0% 47.4 41.0 6.64 0 1 0 0 2 1,036.5310 142 149 false gi|225446791
4103 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446793 VitisAll DCpN24,948.9 100.0% 2 3 3 3 0.194% 13.5% VLVCLIEK R E 95.0% 46.1 40.8 7.45 0 1 0 0 2 973.5752 16 23 true
4103 manganese superoxide dismutase [Vitis vinifera] gi|161778782 gi|225448693 gi|29773648 VitisAll DCpN17,030.3 92.1% 1 1 1 1 0.0648% 9.74% LVVETTANQDPLVTK K G 95.0% 66.7 40.8 9.39 0 1 0 0 2 1,627.8903 90 104 true
4103 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 VitisAll DCpN26,297.9 100.0% 4 4 4 4 0.259% 17.2% DGVLTIIIPR K N 95.0% 65.7 40.1 5.42 0 1 0 0 2 1,096.6727 210 219 true
4103 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 VitisAll DCpN26,297.9 100.0% 4 4 4 4 0.259% 17.2% ISVEDGILSIR K G 95.0% 80.3 40.7 8.18 0 1 0 0 2 1,201.6788 155 165 true
4103 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 VitisAll DCpN26,297.9 100.0% 4 4 4 4 0.259% 17.2% LLENLAPSR R L 95.0% 61.3 39.7 7.44 0 1 0 0 2 1,012.5786 119 127 true
4103 PREDICTED: 26.5 kDa heat shock protein, mitochondrial [Vitis vinifera] gi|225442975 VitisAll DCpN26,297.9 100.0% 4 4 4 4 0.259% 17.2% TEVAVSEGDR K K 95.0% 48.6 42.6 3.59 0 1 0 0 2 1,062.5062 62 71 true
4103 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 92.1% 1 1 2 3 0.194% 7.93% LALDISPFGLLDPFSPMR R T 95.0% 63.8 40.9 14.1 0 1 2 0 2 1,989.0517 82 99 true
4103 PREDICTED: uncharacterized protein LOC100250281 isoform 1 [Vitis vini gi|359493124 VitisAll DCpN23,170.0 99.8% 1 1 1 1 0.0648% 10.0% HLEHLGELGVAAAGAYALHEK K H 95.0% 90.4 40.9 9.53 0 0 1 0 2 2,186.1354 132 152 true
1002 PREDICTED: regulator of ribonuclease-like protein 2 [Vitis vinifera] gi|225430941 VitisAll DCpN17,749.3 100.0% 1 1 1 1 0.0626% 13.3% ALVTTAEVCDANPQLIVSGELR M A 95.0% 55.5 40.8 11.2 0 0 1 0 1 2,398.2285 2 23 true
1002 PREDICTED: 18.2 kDa class I heat shock protein [Vitis vinifera] gi|225449290 gi|225449292 gi|22544930 VitisAll DCpN17,033.2 100.0% 2 2 2 2 0.125% 15.9% AAMENGVLTVTVPK K A 95.0% 67.2 41.3 11.3 0 1 0 0 2 1,445.7670 123 136 true
1002 PREDICTED: 18.2 kDa class I heat shock protein [Vitis vinifera] gi|225449290,gi|225449292,gi|22544930 VitisAll DCpN17,033.2 100.0% 2 2 2 2 0.125% 15.9% SLIPSFFGGR M R 95.0% 56.3 40.6 10.1 0 1 0 0 1 1,122.5943 2 11 true
1002 PREDICTED: superoxide dismutase [Cu-Zn], chloroplastic [Vitis vinifera] gi|147789545 gi|225436450 gi|29773489 VitisAll DCpN21,688.8 100.0% 4 4 5 5 0.313% 41.5% ALVVHELEDDLGK R G 95.0% 69.2 40.9 17.5 0 1 0 0 2 1,437.7586 174 186 true
1002 PREDICTED: superoxide dismutase [Cu-Zn], chloroplastic [Vitis vinifera] gi|147789545 gi|225436450 gi|29773489 VitisAll DCpN21,688.8 100.0% 4 4 5 5 0.313% 41.5% GGHELSLTTGNAGGR K L 95.0% 77.6 40.6 8.35 0 1 0 0 2 1,426.7035 187 201 true
1002 PREDICTED: superoxide dismutase [Cu-Zn], chloroplastic [Vitis vinifera] gi|147789545,gi|225436450,gi|29773489 VitisAll DCpN21,688.8 100.0% 4 4 5 5 0.313% 41.5% GTSSVEGVVTLSQEDDGPTTVSVR K I 95.0% 106 40.6 13.7 0 1 1 0 2 2,420.1789 69 92 true
1002 PREDICTED: superoxide dismutase [Cu-Zn], chloroplastic [Vitis vinifera] gi|147789545,gi|225436450,gi|29773489 VitisAll DCpN21,688.8 100.0% 4 4 5 5 0.313% 41.5% HAGDLGNIVANAEGVAEATIVDTQIPLSGP R A 95.0% 69.1 39.5 8.52 0 0 1 0 2 3,539.8456 138 173 true
6103 PREDICTED: 18.2 kDa class I heat shock protein [Vitis vinifera] gi|147798422,gi|225449250 VitisAll DCpN18,129.3 92.0% 1 1 1 1 0.0619% 8.81% SGFPAETSSFVQAR R V 95.0% 66.8 40.8 9.29 0 1 0 0 2 1,483.7175 40 53 true
6103 RecName: Full=Cyanate hydratase; Short=Cyanase; AltName: Full=Cyana     gi|317376147 VitisAll DCpN18,500.5 100.0% 2 2 2 2 0.124% 18.9% IAEETGLTNVYVAQLLR R R 95.0% 90.1 40.9 11.8 0 1 0 0 2 1,890.0332 26 42 true
6103 RecName: Full=Cyanate hydratase; Short=Cyanase; AltName: Full=Cyana     gi|317376147 VitisAll DCpN18,500.5 100.0% 2 2 2 2 0.124% 18.9% SYDPHLIQEPTVYR R L 95.0% 58.1 45.7 9.31 0 0 1 0 2 1,717.8545 77 90 true
6103 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|225431844,gi|334089964 VitisAll DCpN17,110.4 100.0% 2 2 2 2 0.124% 17.7% AIEAYVLAHPDAY K - 95.0% 45.9 40.9 9.25 0 1 0 0 2 1,432.7107 146 158 true
6103 PREDICTED: major allergen Pru av 1 [Vitis vinifera] gi|225431844,gi|334089964 VitisAll DCpN17,110.4 100.0% 2 2 2 2 0.124% 17.7% CVEVIQGDGGPGTIK K K 95.0% 82.0 40.9 11.4 0 1 0 0 2 1,529.7632 41 55 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% DVLAPIK K I 95.0% 45.8 38.3 5.58 1 0 0 0 2 755.4663 126 132 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% EIVEAIDEENK K S 95.0% 64.0 40.9 10.4 0 2 1 0 2 1,288.6268 71 81 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% EIVEAIDEENKSVTFK K V 95.0% 63.8 40.7 11.3 0 1 0 0 2 1,850.9383 71 86 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% GDATYVHWTLEYEK K L 95.0% 50.7 40.7 14.4 0 1 1 0 2 1,711.7963 109 122 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% IIVQAIPK R G 95.0% 49.1 40.2 7.16 0 1 0 0 2 881.5820 101 108 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% ILGFVVHVSEDIDDHLVQA K - 95.0% 69.3 40.9 13.2 0 1 0 0 2 2,106.0868 133 151 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% LNKDVLAPIK K I 95.0% 29.4 40.1 10.5 0 1 1 0 2 1,110.6883 123 132 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% LQAETLIMASADK K F 95.0% 91.0 40.8 14.3 0 4 0 0 2 1,390.7248 7 19 true
6103 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 100.0% 9 9 12 16 0.990% 58.3% VIEGDLMK K E 95.0% 45.5 41.1 6.69 0 1 0 0 2 920.4760 87 94 true
1104 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 99.8% 2 2 2 2 0.228% 21.9% GDATYVHWTLEYEK K L 95.0% 61.0 40.7 8.02 0 1 0 0 2 1,711.7963 109 122 true
1104 PREDICTED: MLP-like protein 28 [Vitis vinifera] gi|225424272 VitisAll DCpN17,181.7 99.8% 2 2 2 2 0.228% 21.9% ILGFVVHVSEDIDDHLVQA K - 95.0% 32.0 40.9 10.3 0 1 0 0 2 2,106.0868 133 151 true
1104 PREDICTED: peroxiredoxin-2B [Vitis vinifera] gi|225445188 VitisAll DCpN17,245.2 100.0% 5 5 7 8 0.910% 39.5% FALLVDDLK R V 95.0% 46.5 41.2 10.8 0 1 0 0 2 1,033.5930 130 138 true
1104 PREDICTED: peroxiredoxin-2B [Vitis vinifera] gi|225445188 VitisAll DCpN17,245.2 100.0% 5 5 7 8 0.910% 39.5% GIDEILLVSVNDPFVMK K A 95.0% 60.8 40.8 11.5 0 2 1 0 2 1,905.0041 70 86 true
1104 PREDICTED: peroxiredoxin-2B [Vitis vinifera] gi|225445188 VitisAll DCpN17,245.2 100.0% 5 5 7 8 0.910% 39.5% KVIIFGVPGAFTPTCSVK K H 95.0% 63.5 41.0 10.6 0 0 1 0 2 1,921.0618 37 54 true
1104 PREDICTED: peroxiredoxin-2B [Vitis vinifera] gi|225445188 VitisAll DCpN17,245.2 100.0% 5 5 7 8 0.910% 39.5% VANVEAGGEFTVSSADDILK K A 95.0% 90.5 40.9 10.2 0 1 1 0 2 2,022.0027 141 160 true
1104 PREDICTED: peroxiredoxin-2B [Vitis vinifera] gi|225445188 VitisAll DCpN17,245.2 100.0% 5 5 7 8 0.910% 39.5% VIIFGVPGAFTPTCSVK K H 95.0% 34.9 40.8 10.4 0 0 1 0 2 1,792.9668 38 54 true
0101 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 9 0.630% 28.6% KVIDVQIQ R - 95.0% 48.9 40.5 6.11 0 1 0 0 2 942.5620 220 227 true
0101 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 9 0.630% 28.6% LALDISPFGLLDPFSPMR R T 95.0% 95.0 40.9 17.1 0 2 2 0 2 1,989.0517 82 99 true
0101 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 9 0.630% 28.6% MFEETVAFPGSAEVR R S 95.0% 88.4 40.9 10.9 0 2 0 0 2 1,685.7840 111 125 true
0101 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 9 0.630% 28.6% SPWDIVDDENEIK R M 95.0% 72.1 41.1 13.4 0 1 0 0 2 1,559.7226 126 138 true
0101 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 100.0% 5 5 6 9 0.630% 28.6% VSVEDDLLVIK K G 95.0% 81.8 40.6 12.5 0 1 0 0 2 1,229.6989 153 163 true
0309 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 VitisAll DCpN18,396.0 100.0% 7 7 9 12 0.860% 66.5% AEETPVEEVAAAPPTPEPVAEEPK K E 95.0% 57.2 40.6 12.4 0 0 1 0 2 2,487.2139 24 47 true
0309 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 VitisAll DCpN18,396.0 100.0% 7 7 9 12 0.860% 66.5% ATAEVVSATPALSEEK M T 95.0% 85.0 40.7 11.2 0 3 1 0 1 1,644.8327 2 17 true
0309 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 VitisAll DCpN18,396.0 100.0% 7 7 9 12 0.860% 66.5% ATAEVVSATPALSEEKTEESVK M A 95.0% 52.5 40.8 10.2 0 0 1 0 1 2,318.1610 2 23 true
0309 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 VitisAll DCpN18,396.0 100.0% 7 7 9 12 0.860% 66.5% EATEPAEEPAPKPEPAPADEAPK K E 95.0% 67.2 40.8 10.9 0 0 2 0 2 2,371.1303 125 147 true
0309 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 VitisAll DCpN18,396.0 100.0% 7 7 9 12 0.860% 66.5% EVVEQVEVETK K E 95.0% 67.4 40.9 11.3 0 1 0 0 2 1,288.6631 74 84 true
0309 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 VitisAll DCpN18,396.0 100.0% 7 7 9 12 0.860% 66.5% TDQAVVEEPAVEK K T 95.0% 85.6 40.8 11.2 0 1 1 0 2 1,414.7061 90 102 true
0309 PREDICTED: uncharacterized protein LOC100232885 [Vitis vinifera] gi|225447003 VitisAll DCpN18,396.0 100.0% 7 7 9 12 0.860% 66.5% TEEVPEETPDQETNSPVVEETK K E 95.0% 45.3 40.6 9.31 0 0 1 0 2 2,487.1259 103 124 true
3104 PREDICTED: uncharacterized N-acetyltransferase p20 [Vitis vinifera] gi|225432712 VitisAll DCpN20,181.5 100.0% 4 4 4 4 0.235% 27.2% AIGAISVSANNGNDR K C 95.0% 56.3 40.8 7.73 0 1 0 0 2 1,458.7295 75 89 true
3104 PREDICTED: uncharacterized N-acetyltransferase p20 [Vitis vinifera] gi|225432712 VitisAll DCpN20,181.5 100.0% 4 4 4 4 0.235% 27.2% FCTWDTYTSK R E 95.0% 48.0 40.8 8.96 0 1 0 0 2 1,308.5566 40 49 true
3104 PREDICTED: uncharacterized N-acetyltransferase p20 [Vitis vinifera] gi|225432712 VitisAll DCpN20,181.5 100.0% 4 4 4 4 0.235% 27.2% GELGYVLASK R Y 95.0% 59.8 41.0 7.74 0 1 0 0 2 1,036.5674 92 101 true
3104 PREDICTED: uncharacterized N-acetyltransferase p20 [Vitis vinifera] gi|225432712 VitisAll DCpN20,181.5 100.0% 4 4 4 4 0.235% 27.2% LEALVDVENGGSQR R V 95.0% 59.2 41.0 10.2 0 1 0 0 2 1,486.7497 129 142 true
3104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 9 17 0.999% 48.9% DADLAPSPAR R V 95.0% 47.5 39.7 6.72 0 2 0 0 2 1,012.5059 51 60 true
3104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 9 17 0.999% 48.9% EEVKIEVDESQR K V 95.0% 49.0 40.8 9.48 0 1 0 0 2 1,460.7228 82 93 true
3104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 9 17 0.999% 48.9% ETPEGHVIMMDIPGLR K K 95.0% 70.9 40.7 12.0 0 2 0 0 2 1,794.8880 65 80 true
3104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 9 17 0.999% 48.9% IEVDESQR K V 95.0% 52.2 40.9 7.73 0 1 0 0 2 975.4742 86 93 true
3104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 9 17 0.999% 48.9% LENGVLTLSLPNLSSDR K I 95.0% 37.5 40.8 11.9 0 2 1 0 2 1,827.9812 141 157 true
3104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 9 17 0.999% 48.9% LPNNVDLEGVK R A 95.0% 62.4 40.3 9.83 0 3 0 0 2 1,197.6475 128 138 true
3104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 9 17 0.999% 48.9% VLEQIPLGLDR R D 95.0% 63.0 40.7 12.0 0 1 0 0 2 1,252.7262 40 50 true
3104 PREDICTED: 22.0 kDa heat shock protein [Vitis vinifera] gi|225459900 VitisAll DCpN21,107.8 100.0% 8 8 9 17 0.999% 48.9% VVSIAGGDEEENPK K L 95.0% 73.4 40.7 14.3 0 4 0 0 2 1,443.6963 163 176 true
0001 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase  chloroplastic-lik     gi|147811887,gi|359496906 VitisAll DCpN66,975.2 100.0% 4 4 4 5 0.354% 9.15% EKEDEEEVLVIK K G 95.0% 48.5 40.8 9.66 0 1 0 0 2 1,459.7528 495 506 true
0001 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chloroplastic-lik     gi|147811887,gi|359496906 VitisAll DCpN66,975.2 100.0% 4 4 4 5 0.354% 9.15% IGISELLEDLEAEDDDSVVVTLVPR R Y 95.0% 59.3 40.6 14.1 0 0 2 0 2 2,726.3986 560 584 true
0001 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase  chloroplastic-lik     gi|147811887,gi|359496906 VitisAll DCpN66,975.2 100.0% 4 4 4 5 0.354% 9.15% KEKEDEEEVLVIK K G 95.0% 47.5 40.8 3.67 0 0 1 0 2 1,587.8478 494 506 true
0001 PREDICTED: LOW QUALITY PROTEIN: polyphenol oxidase, chloroplastic-lik     gi|147811887,gi|359496906 VitisAll DCpN66,975.2 100.0% 4 4 4 5 0.354% 9.15% YGADVITIGGIEIELAS R - 95.0% 37.2 41.0 10.8 0 1 0 0 2 1,720.9006 585 601 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% AAVPSGASTGIYEALELR R D 95.0% 124 40.8 14.7 0 1 1 0 2 1,804.9440 35 52 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% AVENVNAIIAPALIGK K D 95.0% 71.0 41.1 13.0 0 1 1 0 2 1,592.9371 66 81 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% AVENVNAIIAPALIGKDPTEQVK K I 95.0% 49.8 40.6 10.7 0 0 1 0 2 2,390.3292 66 88 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% GNPTVEVDVTLSDGTFAR R A 95.0% 91.1 40.8 12.8 0 3 0 0 2 1,877.9241 17 34 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% IDNFMVQQLDGTVNEWGWCK K Q 95.0% 42.6 40.6 10.1 0 0 1 0 2 2,440.1063 89 108 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% IEEELGSAAVYAGAK R F 95.0% 92.3 41.1 14.3 0 1 1 0 2 1,507.7639 423 437 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% KYGQDATNVGDEGGFAPNIQENK K E 95.0% 31.3 40.7 9.79 0 0 1 0 2 2,452.1378 204 226 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% LAMQEFMILPLGASSFK K E 95.0% 66.2 40.8 14.1 0 4 2 0 2 1,882.9807 168 184 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% LGANAILAVSLAVCK K A 95.0% 109 40.8 11.9 0 2 1 0 2 1,499.8615 111 125 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% SFVNDYPIVSIEDPFDQDDWEHYAK K M 95.0% 58.0 40.1 6.08 0 0 1 0 2 3,029.3478 290 314 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% SGETEDTFIADLSVGLATGQIK R T 95.0% 123 40.8 14.4 0 1 1 0 2 2,252.1296 383 404 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% TYDLNFKEENNDGSQK K I 95.0% 47.8 40.9 8.44 0 0 1 0 2 1,901.8513 263 278 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% VNQIGSVTESIEAVK K M 95.0% 81.9 40.7 11.5 0 2 1 0 2 1,573.8432 354 368 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% VQIVGDDLLVTNPK K R 95.0% 83.1 40.9 13.4 0 1 1 0 2 1,510.8478 323 336 true gi|225441000
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% VVIGMDVAASEFYDNK K D 95.0% 95.2 40.8 13.3 0 2 1 0 2 1,757.8415 245 260 true
7502 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 100.0% 16 16 26 35 2.44% 57.8% YGQDATNVGDEGGFAPNIQENK K E 95.0% 74.3 40.9 12.9 0 1 1 0 2 2,324.0428 205 226 true gi|225441000
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 5 5 5 5 0.348% 14.0% SAVAGLDQISENEK R S 95.0% 68.3 40.8 9.31 0 1 0 0 2 1,460.7228 9 22 true
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 5 5 5 5 0.348% 14.0% SIPSIIELDSLK K V 95.0% 44.2 42.6 4.74 0 1 0 0 2 1,314.7517 408 419 true
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 5 5 5 5 0.348% 14.0% VAGDVWFGSGVILK K G 95.0% 75.4 40.9 12.5 0 1 0 0 2 1,447.7945 420 433 true
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 5 5 5 5 0.348% 14.0% VLQLETAAGAAIR K F 95.0% 83.3 40.6 11.5 0 1 0 0 2 1,312.7584 325 337 true
7502 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform 1 [Vit  gi|225431563,gi|359476943 VitisAll DCpN51,233.5 100.0% 5 5 5 5 0.348% 14.0% VVVDDFSPLPSK R G 95.0% 64.9 41.0 11.8 0 1 0 0 2 1,302.6941 164 175 true
7502 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 VitisAll DCpN52,726.0 100.0% 4 4 4 4 0.279% 9.58% AADLTYWESAAR K M 95.0% 68.7 40.7 8.47 0 1 0 0 2 1,353.6433 100 111 true
7502 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 VitisAll DCpN52,726.0 100.0% 4 4 4 4 0.279% 9.58% DAHGICILTEWDEFK K S 95.0% 37.8 40.7 9.84 0 0 1 0 2 1,833.8479 412 426 true
7502 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 VitisAll DCpN52,726.0 100.0% 4 4 4 4 0.279% 9.58% IAILGFAFK K K 95.0% 48.4 40.6 9.99 0 1 0 0 2 979.5976 327 335 true
7502 PREDICTED: UDP-glucose 6-dehydrogenase-like isoform 1 [Vitis vinifera] gi|225423507 VitisAll DCpN52,726.0 100.0% 4 4 4 4 0.279% 9.58% LAANAFLAQR K I 95.0% 51.4 41.1 1.87 0 1 0 0 2 1,074.6054 217 226 true
7502 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogena   gi|225430350 VitisAll DCpN53,123.3 100.0% 2 2 2 2 0.139% 5.65% AGSGVFAEILDGDVFK M Y 95.0% 95.4 40.9 14.2 0 1 0 0 1 1,666.8325 2 17 true
7502 PREDICTED: NADP-dependent glyceraldehyde-3-phosphate dehydrogena   gi|225430350 VitisAll DCpN53,123.3 100.0% 2 2 2 2 0.139% 5.65% FLVSDSFPGNER K S 95.0% 54.6 40.8 7.04 0 1 0 0 2 1,367.6590 137 148 true
0201 PREDICTED: enolase [Vitis vinifera] gi|225455555 VitisAll DCpN48,092.9 93.3% 1 1 1 1 0.0588% 5.62% SFVNDYPIVSIEDPFDQDDWEHYAK K M 95.0% 70.7 40.1 11.8 0 0 1 0 2 3,029.3478 290 314 true
0201 PREDICTED: small heat shock protein, chloroplastic [Vitis vinifera] gi|225455238 VitisAll DCpN25,012.0 93.3% 1 1 1 1 0.0588% 7.93% LALDISPFGLLDPFSPMR R T 95.0% 54.8 40.9 14.7 0 1 0 0 2 1,989.0517 82 99 true
0201 PREDICTED: 2-Cys peroxiredoxin [Vitis vinifera] gi|147789752 gi|225440735 gi|29774018 VitisAll DCpN30,191.3 100.0% 2 2 2 2 0.118% 8.42% APDFEAEAVFDQEFIK K V 95.0% 90.8 40.8 13.3 0 1 0 0 2 1,855.8750 86 101 true
0201 PREDICTED: 2-Cys peroxiredoxin [Vitis vinifera] gi|147789752 gi|225440735 gi|29774018 VitisAll DCpN30,191.3 100.0% 2 2 2 2 0.118% 8.42% GLFIIDK R E 95.0% 41.1 41.1 6.01 0 1 0 0 2 805.4820 203 209 true
0201 thaumatin-like protein [Vitis vinifera] gi|8980665 VitisAll DCpN24,355.1 93.3% 1 3 1 1 0.0588% 11.9% APDGCNNPCTVFK K T 95.0% 50.8 41.0 3.57 0 1 0 0 2 1,422.6142 159 171 true
0201 thaumatin-like protein [Vitis vinifera] gi|8980665 VitisAll DCpN24,355.1 93.3% 1 3 1 1 0.0588% 11.9% CPDAYSYPQDDK R T 95.0% 73.7 40.8 10.6 0 2 1 0 2 1,458.5844 197 208 false gi|163914227,gi|7406716,gi|225426789,gi|2213852
0201 thaumatin-like protein [Vitis vinifera] gi|8980665 VitisAll DCpN24,355.1 93.3% 1 3 1 1 0.0588% 11.9% DRCPDAYSYPQDDK K T 95.0% 53.8 40.8 10.7 0 1 1 0 2 1,729.7125 195 208 false gi|163914227,gi|7406716,gi|225426789,gi|2213852
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% APGGCNNPCTVFK K T 95.0% 55.6 41.0 11.7 0 2 0 0 2 1,421.6302 155 167 true gi|225426789,gi|2213852
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% CPDAYSYPQDDK R T 95.0% 73.7 40.8 10.6 0 2 1 0 2 1,458.5844 193 204 true gi|8980665,gi|225426789,gi|2213852
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% CPDAYSYPQDDKTSLFTCTSGTNYK R V 95.0% 44.5 40.2 8.93 0 0 1 0 2 2,919.2451 193 217 true
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% CTYTVWAAASPGGGR K R 95.0% 71.3 40.8 8.45 0 2 1 0 2 1,553.7166 33 47 true gi|225426789,gi|2213852
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% DRCPDAYSYPQDDK K T 95.0% 53.8 40.8 10.7 0 1 1 0 2 1,729.7125 191 204 true gi|8980665,gi|225426789,gi|2213852
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% GIQCSADINGQCPSELK R A 95.0% 82.9 40.8 15.0 0 1 1 0 2 1,876.8531 138 154 true
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% LDSGQSWTITVNPGTTNAR R I 95.0% 95.3 40.9 9.06 0 2 1 0 2 2,017.9939 49 67 true gi|225426789,gi|2213852
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% RLDSGQSWTITVNPGTTNAR R I 95.0% 59.8 40.7 11.0 0 1 2 0 2 2,174.0950 48 67 true gi|225426789,gi|2213852
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% TNEYCCTDGPGSCGPTTYSK K F 95.0% 108 40.5 14.3 0 2 3 0 2 2,254.8688 168 187 true gi|225426789,gi|2213852
0201 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 10 10 17 26 1.53% 50.5% TSLFTCTSGTNYK K V 95.0% 90.5 40.8 10.9 0 2 0 0 2 1,479.6785 205 217 true
0201 osmotin-like protein [Vitis vinifera] gi|1839046 gi|225426793 gi|225426795 VitisAll DCpN23,856.6 99.8% 2 2 2 2 0.118% 13.3% GISCTADIVGECPAALK R T 95.0% 44.0 42.0 12.5 0 0 1 0 2 1,761.8513 143 159 true
0201 osmotin-like protein [Vitis vinifera] gi|1839046 gi|225426793 gi|225426795 VitisAll DCpN23,856.6 99.8% 2 2 2 2 0.118% 13.3% TTGGCNNPCTVFK K T 95.0% 54.2 40.6 5.86 0 1 0 0 2 1,455.6357 160 172 true
0201 PREDICTED: alpha-amylase/subtilisin inhibitor-like [Vitis vinifera] gi|147858924,gi|359496204 VitisAll DCpN18,972.8 99.8% 2 2 2 2 0.118% 15.1% LIVTGGETGYFR R I 95.0% 56.9 40.6 9.24 0 1 0 0 2 1,312.6897 108 119 true
0201 PREDICTED: alpha-amylase/subtilisin inhibitor-like [Vitis vinifera] gi|147858924,gi|359496204 VitisAll DCpN18,972.8 99.8% 2 2 2 2 0.118% 15.1% LLALDGPVLSVVFK R R 95.0% 67.0 40.6 12.2 0 1 0 0 2 1,470.8932 157 170 true
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% APGGCNNPCTVFK K T 95.0% 55.6 41.0 11.7 0 2 0 0 2 1,421.6302 155 167 false gi|163914227,gi|7406716
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% CPDAYSYPQDDK R T 95.0% 73.7 40.8 10.6 0 2 1 0 2 1,458.5844 193 204 false gi|8980665,gi|163914227,gi|7406716
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% CPDAYSYPQDDKTSLFTCPSGTNYK R V 95.0% 45.8 40.3 9.89 0 0 1 0 2 2,915.2502 193 217 true
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% CTYTVWAAASPGGGR K R 95.0% 71.3 40.8 8.45 0 2 1 0 2 1,553.7166 33 47 false gi|163914227,gi|7406716
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% DRCPDAYSYPQDDK K T 95.0% 53.8 40.8 10.7 0 1 1 0 2 1,729.7125 191 204 false gi|8980665,gi|163914227,gi|7406716
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% GIQCSVDINGQCPSELK R A 95.0% 93.6 40.8 44.9 0 1 1 0 2 1,904.8844 138 154 true
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% GIQCSVDINGQCPSELKAPGGCNNPCTVFK R T 95.0% 105 40.0 12.4 0 0 1 0 2 3,307.4967 138 167 true
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% LDSGQSWTITVNPGTTNAR R I 95.0% 95.3 40.9 9.06 0 2 1 0 2 2,017.9939 49 67 false gi|163914227,gi|7406716
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% RLDSGQSWTITVNPGTTNAR R I 95.0% 59.8 40.7 11.0 0 1 2 0 2 2,174.0950 48 67 false gi|163914227,gi|7406716
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% TNEYCCTDGPGSCGPTTYSK K F 95.0% 108 40.5 14.3 0 2 3 0 2 2,254.8688 168 187 false gi|163914227,gi|7406716
0201 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 100.0% 4 11 5 5 0.294% 50.5% TSLFTCPSGTNYK K V 95.0% 71.0 40.9 10.3 0 1 0 0 2 1,475.6836 205 217 true
0201 PREDICTED: RNA-binding protein 8A [Vitis vinifera] gi|225431497 VitisAll DCpN22,295.2 93.3% 1 1 1 1 0.0588% 7.92% SAITGGAPSSLAAAPK K K 95.0% 60.6 40.7 12.9 0 1 0 0 2 1,398.7588 41 56 true
2306 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 99.8% 2 5 2 2 0.136% 34.7% APGGCNNPCTVFK K T 95.0% 75.8 41.0 7.96 0 1 0 0 2 1,421.6302 155 167 false gi|163914227,gi|7406716
2306 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 99.8% 2 5 2 2 0.136% 34.7% CTYTVWAAASPGGGR K R 95.0% 55.1 40.8 8.10 0 1 1 0 2 1,553.7166 33 47 false gi|163914227,gi|7406716
2306 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 99.8% 2 5 2 2 0.136% 34.7% GIQCSVDINGQCPSELK R A 95.0% 62.5 40.8 7.00 0 0 1 0 2 1,904.8844 138 154 true
2306 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 99.8% 2 5 2 2 0.136% 34.7% LDSGQSWTITVNPGTTNAR R I 95.0% 56.8 40.9 8.82 0 1 1 0 2 2,017.9939 49 67 false gi|163914227,gi|7406716
2306 VVTL1 [Vitis vinifera] gi|2213852,gi|225426789 VitisAll DCpN23,951.5 99.8% 2 5 2 2 0.136% 34.7% TSLFTCPSGTNYK K V 95.0% 46.5 40.9 4.79 0 1 0 0 2 1,475.6836 205 217 true
2306 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 4 4 6 6 0.407% 27.0% APGGCNNPCTVFK K T 95.0% 75.8 41.0 7.96 0 1 0 0 2 1,421.6302 155 167 true gi|225426789,gi|2213852
2306 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 4 4 6 6 0.407% 27.0% CTYTVWAAASPGGGR K R 95.0% 55.1 40.8 8.10 0 1 1 0 2 1,553.7166 33 47 true gi|225426789,gi|2213852
2306 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 4 4 6 6 0.407% 27.0% LDSGQSWTITVNPGTTNAR R I 95.0% 56.8 40.9 8.82 0 1 1 0 2 2,017.9939 49 67 true gi|225426789,gi|2213852
2306 putative thaumatin-like protein [Vitis vinifera] gi|163914227,gi|7406716 VitisAll DCpN24,033.6 100.0% 4 4 6 6 0.407% 27.0% TSLFTCTSGTNYK K V 95.0% 43.6 40.8 5.77 0 1 0 0 2 1,479.6785 205 217 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% AIDVGVDAIIVQGR K E 95.0% 113 40.9 13.6 0 1 1 0 2 1,425.8062 126 139 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% APDWETPDYLR R G 95.0% 54.5 40.7 10.3 0 2 0 0 2 1,362.6326 42 52 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% DIPVIAAGGIVDER R G 95.0% 68.8 40.9 16.1 0 1 1 0 2 1,424.7746 166 179 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% EAGGHVIGQDGLISLLPR R V 95.0% 87.7 40.8 13.7 0 1 1 0 2 1,832.0028 140 157 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% EILPAAEVVK K R 95.0% 60.7 40.2 5.36 0 1 0 0 2 1,068.6300 306 315 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% GVLGFEYGVVQAPLGPDISGPELVAAVANA K A 95.0% 60.3 39.4 12.5 0 0 1 0 2 3,624.9428 5 41 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% GYVAALALGAQGICLGTR R F 95.0% 107 40.8 16.9 0 2 1 0 2 1,790.9584 180 197 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% KAIDVGVDAIIVQGR R E 95.0% 106 40.8 10.1 0 1 0 0 2 1,553.9012 125 139 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% KLLELDETEYTNVFGR R A 95.0% 31.2 41.0 12.5 0 0 1 0 2 1,926.9809 213 228 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% LLELDETEYTNVFGR K A 95.0% 100 40.8 17.0 0 1 1 0 2 1,798.8859 214 228 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% TTTGDIESMVLYAGEGVGLIK R E 95.0% 43.6 40.5 11.7 0 2 2 0 2 2,154.1002 285 305 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% VAVLQVSWGDVR K E 95.0% 87.9 40.8 15.1 0 1 1 0 2 1,328.7321 88 99 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% VLETPFFK R D 95.0% 58.4 40.3 3.28 0 1 0 0 2 980.5452 238 245 true
2306 PREDICTED: probable nitronate monooxygenase [Vitis vinifera] gi|225462874 VitisAll DCpN36,535.8 100.0% 14 14 21 25 1.70% 56.6% VVPQVGSFEEAR K K 95.0% 50.5 41.1 10.6 0 1 0 0 2 1,317.6797 113 124 true
4203 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 VitisAll DCpN25,309.1 100.0% 7 7 8 10 0.616% 37.6% FLDYCNSLR R N 95.0% 50.4 40.7 11.8 0 1 0 0 2 1,187.5514 177 185 true gi|374431273
4203 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 VitisAll DCpN25,309.1 100.0% 7 7 8 10 0.616% 37.6% FTNEIGIPYSR R Q 95.0% 47.0 40.8 5.20 0 1 0 0 2 1,296.6583 41 51 true gi|374431273
4203 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 VitisAll DCpN25,309.1 100.0% 7 7 8 10 0.616% 37.6% NGFVAELNK R K 95.0% 58.9 41.0 9.10 0 1 0 0 2 991.5207 186 194 true gi|374431273
4203 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 VitisAll DCpN25,309.1 100.0% 7 7 8 10 0.616% 37.6% QTLVSATDFIWGVFQQNTPEER R K 95.0% 47.4 40.5 10.4 0 0 1 0 2 2,566.2574 52 73 true gi|374431273
4203 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 VitisAll DCpN25,309.1 100.0% 7 7 8 10 0.616% 37.6% SGYSADFFVELLGK R T 95.0% 108 41.0 15.1 0 2 1 0 2 1,532.7632 198 211 true gi|374431273
4203 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 VitisAll DCpN25,309.1 100.0% 7 7 8 10 0.616% 37.6% TVDQLWTDYK K A 95.0% 55.7 40.9 11.7 0 2 0 0 2 1,268.6159 212 221 true gi|374431273
4203 hypothetical protein VITISV_038846 [Vitis vinifera] gi|147784683,gi|225429295 VitisAll DCpN25,309.1 100.0% 7 7 8 10 0.616% 37.6% WDQGYDVTAR R F 95.0% 60.2 40.6 8.00 0 1 0 0 2 1,210.5488 167 176 true gi|374431273
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% EIEFETVPVDIIK K G 95.0% 69.3 40.9 10.3 0 1 0 0 2 1,531.8256 24 36 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% GTVEQWLEVEAQNYHPPIYNLVLHVLFSDK R M 95.0% 64.3 39.4 11.2 0 0 1 0 2 3,538.8007 93 122 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% KVLELYPAPILE K - 95.0% 45.4 40.9 11.6 0 1 0 0 2 1,384.8088 205 216 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% LQPFGVVPVIQDGDYTLYESR K A 95.0% 80.4 40.7 15.4 0 1 2 0 2 2,396.2135 47 67 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% MGFPADAK K V 95.0% 43.9 40.2 -0.0236 0 1 0 0 2 852.3922 123 130 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% RVLICLVEK K E 95.0% 57.0 40.5 8.62 0 1 0 0 2 1,129.6763 15 23 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% VLDIYEER K L 95.0% 46.1 41.0 8.34 0 2 0 0 2 1,036.5310 142 149 true gi|225446793
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% VLELYPAPILE K - 95.0% 73.2 40.8 13.4 0 2 0 0 2 1,256.7138 206 216 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% VLICLVEK R E 95.0% 42.3 40.8 7.20 0 1 0 0 2 973.5752 16 23 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% VLICLVEKEIEFETVPVDIIK R G 95.0% 30.8 45.5 8.74 0 0 1 0 2 2,486.3830 16 36 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% VYGPAFACPK K R 95.0% 56.7 40.6 9.79 0 1 0 0 2 1,109.5449 5 14 true
4203 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 100.0% 12 12 13 16 0.985% 63.4% YLAGDFFSLADLSHIPFTNYLGAMGK K M 95.0% 66.6 40.3 9.90 0 0 1 0 2 2,848.4017 155 180 true
4203 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 VitisAll DCpN25,264.1 99.5% 1 8 1 1 0.0616% 44.7% ANYAPSHWVKPGQGNR K W 95.0% 65.6 41.0 11.0 0 1 0 0 2 1,781.8830 151 166 true
4203 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 VitisAll DCpN25,264.1 99.5% 1 8 1 1 0.0616% 44.7% FLDYCNSLR R N 95.0% 50.4 40.7 11.8 0 1 0 0 2 1,187.5514 177 185 false gi|147784683,gi|225429295
4203 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 VitisAll DCpN25,264.1 99.5% 1 8 1 1 0.0616% 44.7% FTNEIGIPYSR R Q 95.0% 47.0 40.8 5.20 0 1 0 0 2 1,296.6583 41 51 false gi|147784683,gi|225429295
4203 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 VitisAll DCpN25,264.1 99.5% 1 8 1 1 0.0616% 44.7% NGFVAELNK R K 95.0% 58.9 41.0 9.10 0 1 0 0 2 991.5207 186 194 false gi|147784683,gi|225429295
4203 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 VitisAll DCpN25,264.1 99.5% 1 8 1 1 0.0616% 44.7% QTLVSATDFIWGVFQQNTPEER R K 95.0% 47.4 40.5 10.4 0 0 1 0 2 2,566.2574 52 73 false gi|147784683,gi|225429295
4203 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 VitisAll DCpN25,264.1 99.5% 1 8 1 1 0.0616% 44.7% SGYSADFFVELLGK R T 95.0% 108 41.0 15.1 0 2 1 0 2 1,532.7632 198 211 false gi|147784683,gi|225429295
4203 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 VitisAll DCpN25,264.1 99.5% 1 8 1 1 0.0616% 44.7% TVDQLWTDYK K A 95.0% 55.7 40.9 11.7 0 2 0 0 2 1,268.6159 212 221 false gi|147784683,gi|225429295
4203 pathogenesis-related protein 17 [Vitis pseudoreticulata] gi|374431273 VitisAll DCpN25,264.1 99.5% 1 8 1 1 0.0616% 44.7% WDQGYDVTAR R F 95.0% 60.2 40.6 8.00 0 1 0 0 2 1,210.5488 167 176 false gi|147784683,gi|225429295
4203 PREDICTED: uncharacterized protein At4g28440-like [Vitis vinifera] gi|147774548,gi|225446441,gi|30214333 VitisAll DCpN14,534.4 92.6% 1 1 1 1 0.0616% 9.23% VEVTEDANFVVK R E 95.0% 56.7 41 9.67 0 1 0 0 2 1,349.6947 101 112 true
6202 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|296087176,gi|359488203 VitisAll DCpN37,756.7 100.0% 3 3 3 3 0.189% 14.0% LTYVCDPVMGDDGK K L 95.0% 45.0 45.0 9.56 0 1 0 0 2 1,569.6927 152 165 true
6202 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|296087176,gi|359488203 VitisAll DCpN37,756.7 100.0% 3 3 3 3 0.189% 14.0% LYVPTELVAIYR K E 95.0% 37.7 40.8 11.5 0 1 0 0 2 1,436.8148 166 177 true
6202 PREDICTED: pyridoxal kinase-like [Vitis vinifera] gi|296087176,gi|359488203 VitisAll DCpN37,756.7 100.0% 3 3 3 3 0.189% 14.0% VVPVASMLTPNQFEAELLTGFR K I 95.0% 21.9 40.7 12.3 0 0 1 0 2 2,419.2691 180 201 true
6202 PREDICTED: glutathione S-transferase F9 [Vitis vinifera] gi|225446791 VitisAll DCpN24,894.5 99.8% 1 1 1 1 0.0630% 12.0% YLAGDFFSLADLSHIPFTNYLGAMGK K M 95.0% 91.5 40.3 9.61 0 0 1 0 2 2,848.4017 155 180 true
6202 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% AGGGSLQVVISESGWPSAGGTATTVDNAK R T 95.0% 69.3 40.5 13.4 0 0 1 0 2 2,717.3379 258 286 true
6202 PREDICTED: glucan endo-1 3-beta-glucosidase  basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% APGVVVQDGQLGYR K N 95.0% 62.8 40.8 10.8 0 1 0 0 2 1,458.7701 228 241 true
6202 PREDICTED: glucan endo-1 3-beta-glucosidase  basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% APLLVNLYPYFSYIGNTR R D 95.0% 48.0 40.8 11.2 0 0 1 0 2 2,101.1117 200 217 true
6202 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% GAFKPEVTSFLNPIISFLVK K N 95.0% 35.7 40.6 13.2 0 0 2 0 2 2,207.2476 178 197 true
6202 PREDICTED: glucan endo-1 3-beta-glucosidase  basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% HWGLFLPNK K Q 95.0% 27.3 40.3 9.78 0 1 1 0 2 1,111.6048 328 336 true gi|225441373,gi|6273716
6202 PREDICTED: glucan endo-1 3-beta-glucosidase  basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% LDYALFK R A 95.0% 49.0 39.5 2.52 0 1 0 0 2 869.4768 221 227 true
6202 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% LYDPNQAALQALR R G 95.0% 50.9 40.7 12.1 0 2 0 0 2 1,472.7857 66 78 true
6202 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% NIFNAISAAGLGNQIK R V 95.0% 69.1 40.8 11.7 0 1 1 0 2 1,630.8912 144 159 true
6202 PREDICTED: glucan endo-1 3-beta-glucosidase  basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% NLFDAILDAVYSALER R A 95.0% 98.7 40.9 15.2 0 2 2 0 2 1,809.9382 242 257 true gi|225441373,gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% TYNSNLIQHVK K G 95.0% 44.4 41.0 11.1 0 1 0 0 2 1,316.6957 287 297 true gi|225441373,gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% VSTAIDTGVLGTSYPPSK K G 95.0% 99.9 40.8 9.27 0 3 0 0 2 1,792.9329 160 177 true
6202 PREDICTED: glucan endo-1 3-beta-glucosidase  basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 100.0% 12 12 15 21 1.32% 56.2% YVAVGNEVSPTGPTAQFVLPAMR R N 95.0% 35.5 40.7 11.0 0 0 1 0 2 2,404.2330 121 143 true
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% AGGSSLK R I 95.0% 53.0 40.8 3.27 0 1 0 0 2 619.3410 253 259 true gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% HWGLFLPNK K Q 95.0% 27.3 40.3 9.78 0 1 1 0 2 1,111.6048 323 331 false gi|225441375,gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% HWGLFLPNKQPK K Y 95.0% 33.6 40.7 8.63 0 0 1 0 2 1,464.8112 323 334 true gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% IVVSESGWPSAGGTQTTVDNAR K T 95.0% 77.0 40.6 7.66 0 1 1 0 2 2,232.0892 260 281 true gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% NGNNLPAPGEVVALYNQYNIR R R 95.0% 42.4 40.7 14.5 0 0 1 0 2 2,316.1731 42 62 true
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% NLFDAILDAVYSALER K A 95.0% 98.7 40.9 15.2 0 2 2 0 2 1,809.9382 237 252 false gi|225441375,gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% RPTGPIETYVFAMFDEDNK K T 95.0% 90.6 40.7 10.5 0 0 2 0 2 2,230.0487 298 316 true gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% RPTGPIETYVFAMFDEDNKTPELEK K H 95.0% 51.7 40.3 13.8 0 0 1 0 2 2,927.4135 298 322 true gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% TYNSNLIQHVK R G 95.0% 44.4 41.0 11.1 0 1 0 0 2 1,316.6957 282 292 false gi|225441375,gi|6273716
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% VSTAIDTGVLGVSYPPSSGSFK K S 95.0% 118 40.7 10.8 0 4 4 0 2 2,169.1075 160 181 true
6202 PREDICTED: glucan endo-1,3-beta-glucosidase [Vitis vinifera] gi|225441373 VitisAll DCpN36,659.9 100.0% 8 11 10 17 1.07% 51.5% YIAVGNEVSPSGAQAQFVLPAMQNINNAIS R V 95.0% 41.5 38.7 9.99 0 0 1 0 2 3,972.0285 121 159 true
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% AGGSSLK R I 95.0% 53.0 40.8 3.27 0 1 0 0 2 619.3410 36 42 false gi|225441373
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% HWGLFLPNK K Q 95.0% 27.3 40.3 9.78 0 1 1 0 2 1,111.6048 106 114 false gi|225441375,gi|225441373
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% HWGLFLPNKQPK K Y 95.0% 33.6 40.7 8.63 0 0 1 0 2 1,464.8112 106 117 false gi|225441373
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% IVVSESGWPSAGGTQTTVDNAR K T 95.0% 77.0 40.6 7.66 0 1 1 0 2 2,232.0892 43 64 false gi|225441373
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% NLFDAILDAVYSALER K A 95.0% 98.7 40.9 15.2 0 2 2 0 2 1,809.9382 20 35 false gi|225441375,gi|225441373
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% RPTGPIETYVFAMFDEDNK K T 95.0% 90.6 40.7 10.5 0 0 2 0 2 2,230.0487 81 99 false gi|225441373
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% RPTGPIETYVFAMFDEDNKTPELEK K H 95.0% 51.7 40.3 13.8 0 0 1 0 2 2,927.4135 81 105 false gi|225441373
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% TYNSNLIQHVK R G 95.0% 44.4 41.0 11.1 0 1 0 0 2 1,316.6957 65 75 false gi|225441375,gi|225441373
6202 1,3 beta glucanase [Vitis vinifera] gi|6273716 VitisAll DCpN13,350.3 93.1% 1 9 1 1 0.0630% 91.8% YALFTAPGVVVQDGQLGYK - N 95.0% 40.9 41.4 12.7 0 0 1 0 2 2,026.0646 1 19 true
6705 PREDICTED: glucan endo-1,3-beta-glucosidase, basic isoform [Vitis vinife gi|225441375 VitisAll DCpN37,484.8 88.7% 1 1 1 1 0.0668% 4.64% NLFDAILDAVYSALER R A 95.0% 67.6 40.9 12.9 0 1 0 0 2 1,809.9382 242 257 true gi|225441373,gi|6273716
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% ALPTYTPESAADATR K N 95.0% 62.8 41.2 8.77 0 1 0 0 2 1,563.7650 408 422 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% EFGITVEAVIEAAK K A 95.0% 81.4 41.0 11.6 0 2 1 0 2 1,476.7945 713 726 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% ESVLPAAVTAR K V 95.0% 51.8 40.2 5.67 0 1 0 0 2 1,113.6262 664 674 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% FEGLGWHVIWVK R N 95.0% 41.4 40.7 14.2 0 1 0 0 2 1,470.7893 271 282 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% GGYAISDNSSGNKPDVILIGTGSELEIAAK K A 95.0% 77.3 40.2 12.1 0 0 1 0 2 2,976.5164 603 632 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% HIPDGAALEAEWNAK R F 95.0% 63.5 40.7 9.15 0 1 1 0 2 1,621.7970 364 378 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% NLSQQCLNALAK R V 95.0% 58.2 40.9 11.5 0 1 0 0 2 1,359.7050 423 434 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% SIITGELPAGWDK K A 95.0% 70.3 40.7 13.8 0 1 0 0 2 1,386.7266 395 407 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% TPGHPENFETPGVEVTTGPLGQGIANAVGL R H 95.0% 55.2 39.5 11.3 0 0 1 0 2 3,457.7602 163 197 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% VLPGLLGGSADLASSNMTLLK K M 95.0% 129 40.9 14.8 0 2 2 0 2 2,057.1314 435 455 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% VTTTIGYGSPNK K A 95.0% 68.7 40.5 3.58 0 1 0 0 2 1,237.6424 310 321 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% VVSLVSWELFDDQSDAYK R E 95.0% 90.8 40.8 16.0 0 1 1 0 2 2,101.0125 646 663 true
6705 PREDICTED: transketolase, chloroplastic-like [Vitis vinifera] gi|359490179 VitisAll DCpN78,840.2 100.0% 13 13 17 20 1.34% 30.0% YNPSNPYWFNR R D 95.0% 38.4 40.7 9.39 0 1 0 0 2 1,457.6595 112 122 true
